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Signatures of negative selection in the genetic architecture of human complex traits. Nature 6 18
235 Genetics, 2018, 50, 746-753 353

Genetic influence on social outcomes during and after the Soviet era in Estonia. Nature Human
Behaviour, 2018, 2, 269-275

A Large-Scale Multi-ancestry Genome-wide Study Accounting for Smoking Behavior Identifies 1
233 Multiple Significant Loci for Blood Pressure. American Journal of Human Genetics, 2018, 102, 375-400 59

Common Variant Burden Contributes to the Familial Aggregation of Migraine in 1,589 Families.
Neuron, 2018, 98, 743-753.e4

Genome-wide association analyses identify 44 risk variants and refine the genetic architecture of
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