Supplementary information;
Supplementary table S1. Exome sequencing data summary statistics.
	 
	Patient III-1
	Patient I-1

	Total no. read sequences
	66468742
	60585150

	Total no. aligned reads
	65863128
	59955508

	Total no. unique alignments.
	65301994
	59447139

	Mapped to target reads +/-150bp (%)
	89.78
	89.34

	Mapped to target reads (%)
	80.50
	79.56

	Target bases with coverage >1 (%)
	99.76
	99.76

	Target bases with coverage >5 (%)
	99.13
	99.06

	Target bases with coverage >10 (%)
	97.56
	97.24

	Target bases with coverage >20 (%)
	91.68
	90.49

	Mean coverage
	80.69
	74.17


Supplementary methods;
Targeted exome capture was performed using the SureSelect Human All Exon 51Mb V4 kit (Agilent) and the Illumina HiSeq system was used to generate sequence data. Exome capture and sequencing were conducted at the Wellcome Trust Centre for Human Genetics at Oxford University. The paired end sequencing data were aligned against the human genome reference sequence (hg19/GRCh37) using the Novoalign software (novoalignMPI V2.08.02 - Build Jun 28 2012 @ 16:23:12 - A short read aligner with qualities. Novocraft Technologies, Selangor, Malaysia). Duplicate reads, resulting from PCR clonality or optical duplicates, and reads mapping to multiple locations were excluded from downstream analysis. Depth and breadth of sequence coverage was calculated with custom scripts and the BedTools package (v2.13.2) [1]. Single nucleotide substitutions and small insertion deletions were identified and quality filtered within the SamTools software package (v0.1.18 ) [2] and in-house software tools. Variants were annotated with respect to genes and transcripts and filtered using the Annovar software tool (v2012Jun21) [3]. 
Variants were filtered for novelty and clinical significance by cross referencing with databases of known variation were downloaded from the Annovar website (June 2012). These consist of; data from the 1000 Genomes Project (2012 April release)[4], dbSNP135 (and a version with SNPs flagged as rare <1% frequency or clinically associated by NCBI), data from 4300 European American samples from The National Heart Lung and Blood Institute Exome Sequencing Project Exome Variant Server (http://evs.gs.washington.edu/EVS/), (ESP6500 release), and data from Complete Genomics containing 46 unrelated human subjects. We also cross referenced against 96 in-house samples with various Mendelian and complex phenotypes, which were processed through the same analysis pipeline, these do not include any kidney disease patients.
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