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Early origin of sweet perception in the songbird radiation. Science, 2021, 373, 226-231

The evolution of comparative phylogeography: putting the geography (and more) into comparative

219 population genomics. Genome Biology and Evolution, 2021, 9 3

What Have We Learned from the First 500 Avian Genomes?. Annual Review of Ecology, Evolution,
and Systematics, 2021, 52,

217  Museum Genomics. Annual Review of Genetics, 2021, 55, 633-659 145 9

OlFactory receptor subgenome and expression in a highly olfactory procellariiform seabird.
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Proceedings of the National Academy of Sciences of the United States of America, 2017, 114, E7282-E7290 15

Climate change, collections and the classroom: using big data to tackle big problems. Evolution:

73 Education and Outreach, 2017, 10, 16 12

Genomic footprints of adaptation in a cooperatively breeding tropical bird across a vegetation
gradient. Molecular Ecology, 2017, 26, 4483-4496

Population Genomics Reveals Low Genetic Diversity and Adaptation to Hypoxia in Snub-Nosed

71 Monkeys. Molecular Biology and Evolution, 2016, 33, 2670-81 83 33

Ancient horizontal transfers of retrotransposons between birds and ancestors of human
pathogenic nematodes. Nature Communications, 2016, 7, 11396

Reticulation, divergence, and the phylogeography-phylogenetics continuum. Proceedings of the
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Molecular Biology and Evolution, 2015, 32, 23-8

83




157

55

L5

151

149

147

145

143

141

Scott V EDWARDS
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Estimating phylogenetic trees from genome-scale data. Annals of the New York Academy of Sciences

,2015, 1360, 36-53 65 122

Major Histocompatibility Complex Genes Map to Two Chromosomes in an Evolutionarily Ancient
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Whole-genome analyses resolve early branches in the tree of life of modern birds. Science, 2014,
346, 1320-31 333

Comparative genomics reveals insights into avian genome evolution and adaptation. Science, 2014,
346, 1311-20

Molecular evolution of Dmrt1 accompanies change of sex-determining mechanisms in reptilia.
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Resolving conflict in eutherian mammal phylogeny using phylogenomics and the multispecies
117  coalescent model. Proceedings of the National Academy of Sciences of the United States of America, 11.5 328
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Proceedings of the National Academy of Sciences of the United States of America, 2007, 104, 2767-72

Patterns of variation in MHC class Il beta loci of the little greenbul (Andropadus virens) with

61 comments on MHC evolution in birds. Journal of Heredity, 2006, 97, 133-42 24 34
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