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Microduplications at the 15q11.2 BP14€“BP2 locus are enriched in patients with anorexia nervosa. 31 ;
Journal of Psychiatric Research, 2019, 113, 34-38. :

Combining targeted panel-based resequencing and copy-number variation analysis for the diagnosis of
inherited syndromic retinopathies and associated ciliopathies. Scientific Reports, 2018, 8, 5285.
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