Appendix 1. Regions with an average read depth below 50 following optimisation run 3. 

	HGNC gene symbol
	Genomic coordinates
	Size
	Gene feature
	Optimisation run 3;        Mean cumulative read depth across the interval

	COL8A2
	chr1:36563594-36563668
	74
	Exon
	32

	COL8A2
	chr1:36563665-36563769
	104
	Exon
	43

	COL8A2
	chr1:36564160-36564219
	59
	Exon
	20

	COL8A2
	chr1:36564426-36564500
	74
	Exon
	44

	COL8A2
	chr1:36564641-36564715
	74
	Exon
	13

	COL8A2
	chr1:36564746-36564800
	54
	Exon
	5

	ZEB1
	chr10:31750052-31750156
	104
	Exon
	46

	ZEB1
	chr10:31791254-31791363
	109
	Intron-Exon
	27

	ZEB1
	chr10:31812983-31813087
	104
	Exon-Intron
	7

	AGBL1
	chr15:86810264-86810368
	104
	Exon-Intron
	48

	LOXHD1
	chr18:44085772-44085876
	104
	Intron-Exon
	38

	LOXHD1
	chr18:44190798-44190902
	104
	Exon-Intron
	20

	LOXHD1
	chr18:44219616-44219720
	104
	Exon
	45

	SLC4A11
	chr20:3209459-3209578
	119
	Intron-Exon
	46

	SLC4A11
	chr20:3211635-3211719
	84
	Exon-Intron
	40

	SLC4A11
	chr20:3219738-3219832
	94
	Exon-5'UTR
	27


Genomic coordinates reported for the human reference genome are provided for build hg19. HGNC: Human Genome Organisation (HUGO) Gene Nomenclature Committee. Size is in nucleotides. The gene feature refers to the position of the region relative to the gene architecture.  

