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Molecular Biology and Evolution, 2021, 38, 3247-3266.
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crater up. Geoscience Communication, 2021, 4, 267-280. 0.9 o
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Rats exhibit age-related mosaic loss of chromosome Y. Communications Biology, 2021, 4, 1418. 4.4 5
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Expression Evolution of Ancestral XY Gametologs across All Major Groups of Placental Mammals. 05 13
Genome Biology and Evolution, 2020, 12, 2015-2028. ’

Sex determination systems in reptiles are related to ambient temperature but not to the level of
climatic fluctuation. BMC Evolutionary Biology, 2020, 20, 103.

Transcriptional, Behavioral and Biochemical Profiling in the 3xTg-AD Mouse Model Reveals a Specific
Signature of Amyloid Deposition and Functional Decline in Alzheimera€™s Disease. Frontiers in 2.8 3
Neuroscience, 2020, 14, 602642.

Viviparous Reptile Regarded to Have Temperature-Dependent Sex Determination Has Old XY
Chromosomes. Genome Biology and Evolution, 2020, 12, 924-930.

Conditional expression explains molecular evolution of social genes in a microbe. Nature
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Demographic Histories and Genome-Wide Patterns of Divergence in Incipient Species of Shorebirds.
Frontiers in Genetics, 2019, 10, 919.

Conserved transcriptomic profiles underpin monogamy across vertebrates. Proceedings of the

National Academy of Sciences of the United States of America, 2019, 116, 1331-1336. 71 &

Postmitotic cell longevityd€“associated genes: a transcriptional signature of postmitotic maintenance

in neural tissues. Neurobiology of Aging, 2019, 74, 147-160.

Alternative splicing and the evolution of phenotypic novelty. Philosophical Transactions of the Royal

Society B: Biological Sciences, 2017, 372, 20150474 40 179
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Perspectives on the history of evo-devo and the contemporary research landscape in the genomics era.
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Modular reorganization of the global network of gene regulatory interactions during perinatal

human brain development. BMC Developmental Biology, 2016, 16, 13. 2.1 5
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and immune response functions in mammals. Open Biology, 2016, 6, 160132.

Optimization of nextd€generation sequencing transcriptome annotation for species lacking sequenced

genomes. Molecular Ecology Resources, 2016, 16, 446-458. 48 23

Lineaged€specific sequence evolution and exon edge conservation partially explain the relationship
between evolutionary rate and expression level in A.Athaliana. Molecular Ecology, 2015, 24, 3093-3106.

Alternative Splice in Alternative Lice. Molecular Biology and Evolution, 2015, 32, 2749-2759. 8.9 29
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with Relaxed Selective Constraints. Molecular Biology and Evolution, 2014, 31, 59-69. 8.9 36

Genes That Escape X-Inactivation in Humans Have High Intraspecific Variability in Expression, Are
Associated with Mental Impairment but Are Not Slow Evolving. Molecular Biology and Evolution,
2013, 30, 2588-2601.

Evidence for Deep Phylogenetic Conservation of Exonic Splice-Related Constraints: Splice-Related
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Alternative Splicing: A Potential Source of Functional Innovation in the Eukaryotic Genome.
International Journal of Evolutionary Biology, 2012, 2012, 1-10.
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Do Alu repeats drive the evolution of the primate transcriptome?. Genome Biology, 2008, 9, R25. 9.6 19

Splicing and the Evolution of Proteins in Mammals. PLoS Biology, 2007, 5, e14.
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