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Neonatal DNA methylation and early-onset conduct problems: A genome-wide, prospective study.
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Psychopharmacology, 2014, 28, 133-141.
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DNA methylation in interleukin-11 predicts clinical response to antidepressants in GENDEP.
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International Journal of Psychiatry in Clinical Practice, 2010, 14, 154-157. 12 7

Moderation of antidepressant response by the serotonin transporter gene. British Journal of
Psychiatry, 2009, 195, 30-38.

Genetic predictors of response to antidepressants in the GENDEP project. Pharmacogenomics Journal,

20009, 9, 225-233. 0.9 188

Genetic Predictors of Increase in Suicidal Ideation During Antidepressant Treatment in the GENDEP

Project. Neuropsychopharmacology, 2009, 34, 2517-2528.

Advancing Paternal Age Is Associated with Deficits in Social and Exploratory Behaviors in the 11 -
Offspring: A Mouse Model. PLoS ONE, 2009, 4, e8456. )



