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Positive and purifying selection on the Drosophila Y chromosome. Molecular Biology and Evolution,

221 2014, 31, 2612-23

Stresses at the cell surface during animal cell morphogenesis. Current Biology, 2014, 24, R484-94 6.3

219 Genomics of ecological adaptation in cactophilic Drosophila. Genome Biology and Evolution, 2014, 7, 349-6§ 38

Genome of the house fly, Musca domestica L., a global vector of diseases with adaptations to a
septic environment. Genome Biology, 2014, 15, 466

; Distortion of genealogical properties when the sample is very large. Proceedings of the National 1
217 Academy of Sciences of the United States of America, 2014, 111, 2385-90 S5 43
Correlated variation and population differentiation in satellite DNA abundance among lines of
Drosophila melanogaster. Proceedings of the National Academy of Sciences of the United States of
America, 2014, 111, 18793-8

215 Using Mendelian inheritance to improve high-throughput SNP discovery. Genetics, 2014, 198, 847-57 4 21

Neutral genomic regions refine models of recent rapid human population growth. Proceedings of
the National Academy of Sciences of the United States of America, 2014, 111, 757-62

213  Monitoring actin cortex thickness in live cells. Biophysical Journal, 2013, 105, 570-80 29 156

Genetic incompatibilities are widespread within species. Nature, 2013, 504, 135-7




(2012-2013)

Efficient identification of Y chromosome sequences in the human and Drosophila genomes.

21T Gonome Research, 2013, 23, 1894-907 97 68

Population growth inflates the per-individual number of deleterious mutations and reduces their
mean effect. Genetics, 2013, 195, 969-78

Large neurological component to genetic differences underlying biased sperm use in Drosophila.
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