Table S2: High impact variants with alternative allele at homozygous state in probands and at heterozygous state in remains members of the family
	Proband’s Family
	Position
	dbSNP_ID
	Gene
	Variant Effect
	ClinVar
	ExAC allele frequency
	RNASeq Kidney expression* 
	HPA Kidney Expression*  
	GTEx Kidney Expression*
	RNASeq Retina Expression* 
	HPA Retina Expression*
	GTEx Retina Expression*
	RNASeq Ear Expression* 
	HPA Ear Expression*
	GTEx  Ear Expression*

	1
	Chr2:174427852
	rs145699077
	SCRN3
	FRAME SHIFT
	NA
	0.2799
	9
	19.2
		16
	0
	0
	0
	0
	0
	0

	1
	Chr2:227267027
	NA
	COL4A3
	STOP GAINED
	NA
	0
	14.44
	22.9
	47
	0
	0
	0
	0
	0
	0

	1
	Chr15:98968575
	rs5814919
	PGPEP1L
	FRAME SHIFT
	NA
	0.5109
	0.09
	0
	6
	0
	0
	0
	0
	0
	0

	2
	Chr2:227059568
	rs141127013
	COL4A4
	FRAME SHIFT
	NA
	0
	9
	10.7
	35
	0
	0
	0
	0
	0
	0

	2
	Chr7:100773854
	NA
	ZAN
	FRAME SHIFT
	NA
	0
	0.005625
	0
	0.24
	0
	0
	0
	0
	0
	0

	2
	Chr7:100787939
	rs72364644
	ZAN
	FRAME SHIFT
	NA
	0.3732
	0.005625
	0
	0.24
	0
	0
	0
	0
	0
	0

	2
	Chr11:4769643
	rs34672924
	OR51F1
	FRAME SHIFT
	Benign
	0.2129
	0
	0
	0.74
	0
	0
	0
	0
	0
	0

	2
	Chr11:60397879
	rs3217518
	MS4A14
	FRAME SHIFT
	NA
	0.6394
	0.25
	0
	10
	0
	0
	0
	0
	0
	0

	2
	Chr17:40701882
	rs11309872
	KRT24
	FRAME SHIFT
	NA
	0.4839
	0.16
	0
	2
	0
	0
	0
	0
	0
	0

	2
	Chr17:81647906
	NA
	TSPAN10
	FRAME SHIFT + STOP GAINED
	NA
	0
	0.04
	0
	6
	0
	0
	0
	0
	0
	0

	2
	Chr19:1004897
	rs10666583
	GRIN3B
	FRAME SHIFT
	NA
	0.2448
	0.09
	0
	10
	0
	0
	0
	0
	0
	0

	2
	Chr19:52383892
	rs34470614
	ZNF880
	FRAME SHIFT
	NA
	0.4718
	4.84
	6.2
	13
	0
	0
	0
	0
	0
	0


* * expressed values are in Fragments per kilo base per million mapped reads (FPKM). 
