Figure S1. Copy-number variants (CNVs) inference from WES data, (a) flowchart showing the steps of CNV discovery, (b) a representative
pathogenic CNV is shown here. This is a triplication at 22g11 as shown in (b), aCGH data of the proband and parents is depicted in (c) Rests of
the pathogenic CNVs are not shown here.
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