	Additional file 2. Selection criteria for inclusion of BP-pedigrees 

	
	
	
	
	

	Pedigree-id
	Wave
	Selection criteria
	Max LOD
	Model

	10-102
	1
	LOD
	1.59
	Dominant

	10-114
	1
	Multiple LODs
	Several > 1.0
	

	10-158
	4
	LOD
	1.58
	Dominant

	10-159
	1
	Homozygosity
	NA
	NA

	11101
	3
	LOD
	1.53
	Recessive

	11-107
	1
	LOD
	1.14
	Dominant

	11-114
	1
	LOD
	1.61
	Recessive

	11-122
	1
	LOD
	1.22
	Dominant

	11-125
	1
	Homozygosity
	NA
	NA

	11-130
	1
	Mendel errors
	NA
	NA

	11-150
	1
	LOD
	2.15
	Recessive

	11-156
	1
	LOD
	1.84
	Dominant

	11-158
	3
	Multiple LODs
	Several > 1.0
	

	12-144
	1
	Mendel errors
	NA
	NA

	12-168
	1
	LOD
	0.96
	Dominant

	12-330
	3
	Multiple LODs
	Several > 1.0
	

	13-101
	1
	LOD
	1.31
	Dominant

	13-126
	1
	LOD
	1.08
	Dominant

	20-1001
	4
	LOD
	1.47
	Recessive

	20-1007
	4
	LOD
	2.15
	Recessive

	20-1044
	4
	LOD
	1.17
	Dominant

	20-1048
	4
	Multiple LODs
	Several > 1.0
	

	20-1049
	4
	LOD
	1.44
	Dominant

	21-1014
	4
	Homozygosity
	NA
	NA

	22-1004
	4
	Homozygosity
	NA
	NA

	23-0474
	4
	LOD
	1.28
	Dominant

	24-0506
	3
	LOD
	1
	Dominant

	24-0516
	3
	LOD
	1.5
	Recessive

	25-1013
	3
	Homozygosity
	NA
	NA

	25-1042
	4
	LOD
	1.37
	Recessive

	25-1044
	4
	Multiple LODs
	Several > 1.0
	

	26-1010
	4
	LOD
	1.63
	Recessive

	26-1015
	4
	LOD
	1.09
	Dominant

	26-1020
	4
	LOD
	1.41
	Recessive

	26-1023
	4
	LOD
	1.58
	Recessive

	26-1029
	4
	LOD
	1.4
	Dominant

	26-5011
	3
	Mendel errors
	NA
	NA

	27-1002
	4
	LOD
	1.58
	Recessive

	27-1005
	3
	Homozygosity
	NA
	NA

	28-1005
	3
	LOD
	1.54
	Recessive

	29-0145
	3
	Mendel errors
	NA
	NA

	29-0172
	3
	Mendel errors
	NA
	NA

	29-0174
	3
	LOD
	1.53
	Recessive

	29-0209
	3
	Mendel errors
	NA
	NA

	29-0250
	3
	LOD
	1.57
	Recessive

	29-0254
	4
	Homozygosity
	NA
	NA


