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Complex multilocus effects of catechol-O-methyltransferase haplotypes predict pain and pain

57 interference 6 weeks after motor vehicle collision. NeuroMolecular Medicine, 2014, 16, 83-93 46 26

Facial pain with localized and widespread manifestations: separate pathways of vulnerability. Pain,
2013, 154, 2335-2343
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43 multiple pain conditions: a case-control study. Journal of Pain, 2012, 13, 1016-27 > 47

Construction of a global pain systems network highlights phospholipid signaling as a regulator of
heat nociception. PLoS Genetics, 2012, 8, e1003071

. Elucidation of mu-Opioid Gene Structure: How Genetics Can Help Predict Responses to Opioids. L
4 European Journal of Pain Supplements, 2011, 5, 433-438 3
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