Supplement Table 1. In silico prediction of sequence variants in UBE3A
	Pt
	SIFT
	Polyphen-2
	Revel
	 GERP
	CADD

	6
	-
	-
	-
	5.84
	37

	7
	0.001
	1
	0.67
	4.72
	24.2

	8
	0.001
	1
	0.67
	4.72
	24.2

	9
	0.003
	0.997
	0.235
	1.06
	22.9

	10
	0
	-
	-
	4.72
	23.8

	11
	-
	-
	-
	-
	-

	12
	0.001
	1
	0.797
	4.28
	29.4

	13
	-
	-
	-
	-
	-


SIFT: Sorting Intolerant from Tolerant; Polphen-2: Polymorphism Phenotyping v2; Revel: Rare Exome Variant Ensemble Learner; GERP: Genomic Evolutionary Rate Profiling; CADD: Combined Annotation Dependent Depletion
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