Table 2. Gene content associated with overlapping regions (chr5:91906784-93668872) across multiple databases.
	Database 
	Gene name

	NCBI RefSeq genes
	[bookmark: _Hlk191564235]LOC105379082, NR2F1, ARB2A, MIR2277, POU5F2, KIAA0825

	OMIM gene
	Disease-causing:
[bookmark: _Hlk191719535]NR2F1 (Phenotype MIM Number: 615722; Inheritance: Autosomal dominant);
[bookmark: _Hlk191676405]KIAA0825 (Phenotype MIM Number: 618498; Inheritance: Autosomal recessive)

	[bookmark: _Hlk191719594]Haploinsufficiency predictions for genes from DECIPHER dataset
	Higher expectation of being haploinsufficient:
[bookmark: _Hlk191719562]NR2F1 (haploinsufficiency score:0.93);
ARB2A (haploinsufficiency score 0.96);
[bookmark: _Hlk191676262]KIAA0825 (haploinsufficiency score:0.73);
Lower expectation of being haploinsufficient:
POU5F2 (haploinsufficiency score:0.0068);

	Probability of loss of function intolerance (pLI) score by gnomAD v.2.1.1 dataset
	Highly LoF-intolerant:
[bookmark: OLE_LINK1]NR2F1 (pLI score: 0.93);
LoF-tolerant:
POU5F2 (pLI score: 0.00);
ARB2A (pLI score: 0.00); 


NCBI: National Center for Biotechnology Information
RefSeq: Reference Sequence Database
OMIM: Online Mendelian Inheritance in Man
DECIPHER: DatabasE of genomiC varIation and Phenotype in Humans using Ensembl Resources
gnomAD: Genome Aggregation Database 
LoF: loss of function
