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2018, 27, 742-756.

1.4 156
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PLoS Genetics, 2013, 9, e1003751. 1.5 129
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A Genome-Wide Association Meta-Analysis of Attention-Deficit/Hyperactivity Disorder Symptoms in
Population-Based Pediatric Cohorts. Journal of the American Academy of Child and Adolescent
Psychiatry, 2016, 55, 896-905.e6.

0.3 112

87 What is consumption, where has it been going, and does it still matter?. Sociological Review, 2019, 67,
499-517. 0.9 112

88
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