[bookmark: OLE_LINK12][bookmark: OLE_LINK13][bookmark: _GoBack]Table S1. In silico prediction and analysis of the newly GCDH variants identified by our team
	No.
	Location
	Nucleotide change
	Protein change
	SIFTa
	PolyPhen-2b 
	PROVEANc
	Mutation Tasterd
	HGMDe
	ClinVarf 
	LOVDg
	dbSNPh
	Freq in
GnomADi
	Freq in ExACi
	Freq in 1000 Genomej

	1
	Exon 2
	c.108_109delAC
	p.Gln37Glufs*5
	N/A
	N/A
	-6.047
	1
	ND
	ND
	ND
	ND
	ND
	ND
	ND

	2
	Exon 9
	c.1016T > C
	p.Met339Thr
	0
	0.996
	-4.60
	0.999
	ND
	ND
	ND
	ND
	ND
	ND
	ND


ND: no data.
N/A: not available.
aSIFT: http://sift.jcvi.org/, bPolyPhen-2: http://genetics.bwh.harvard.edu/pph2/, cPROVEAN: http://provean.jcvi.org/index.php, dMutationTaster: http://www.mutationtaster.org/, eHGMD: http://www.hgmd.cf.ac.uk/ac/index.php, fClinVar: https://www.ncbi.nlm.nih.gov/clinvar/, gLeiden Open Variation Database http://www.lovd.nl/3.0/home, hdbSNP: https://www.ncbi.nlm.nih.gov/projects/SNP/, iGnomAD/ExAC: http://gnomad.broadinstitute.org/, j1000 Genome Project: http://www.1000genomes.org/.
