[bookmark: _GoBack]Supplementary Table S1. List of proteins, associated with Wilson’s disease, according to STRING disease database.
	canonical name
	description
	disease score
	protein name
	Ensembl Identifier

	P35670
	ATPase, Cu++ transporting, beta polypeptide
	5
	ATP7B
	ENSP00000242839

	Q96E70
	prion protein
	5
	PRNP
	ENSP00000368752

	P00450
	ceruloplasmin (ferroxidase)
	3.381567
	CP
	ENSP00000264613

	O00244
	ATX1 antioxidant protein 1 homolog (yeast)
	3.192194
	ATOX1
	ENSP00000316854

	Q8N668
	copper metabolism (Murr1) domain containing 1
	2.957459
	COMMD1
	ENSP00000308236

	Q04656
	ATPase, Cu++ transporting, alpha polypeptide
	2.854207
	ATP7A
	ENSP00000345728

	Q8WZ73
	ring finger and FYVE-like domain containing E3 ubiquitin protein ligase
	2.469428
	RFFL
	ENSP00000326170

	Q96PX8
	SLIT and NTRK-like family, member 1
	2.276759
	SLITRK1
	ENSP00000366288

	P05062
	aldolase B, fructose-bisphosphate
	1.892187
	ALDOB
	ENSP00000363988

	Q14061
	cytochrome c oxidase assembly homolog 17 (yeast)
	1.87513
	COX17
	ENSP00000261070

	P10768
	esterase D
	1.834537
	ESD
	ENSP00000367992

	P30793
	GTP cyclohydrolase 1
	1.819189
	GCH1
	ENSP00000378890

	Q86YG0
	albumin
	1.788268
	ALB
	ENSP00000295897

	P53618
	coatomer protein complex, subunit beta 1
	1.784825
	COPB1
	ENSP00000249923

	P53621
	coatomer protein complex, subunit alpha
	1.738031
	COPA
	ENSP00000357048

	Q96KU7
	hemochromatosis
	1.669764
	HFE
	ENSP00000417404

	P98196
	ATPase, class VI, type 11A
	1.631886
	ATP11A
	ENSP00000283558

	Q9UCA1
	coagulation factor II (thrombin)
	1.625542
	F2
	ENSP00000308541

	Q8IW19
	aprataxin and PNKP like factor
	1.522117
	APLF
	ENSP00000307004

	Q96DN6
	methyl-CpG binding domain protein 6
	1.47046
	MBD6
	ENSP00000347896

	Q13428
	Treacher Collins-Franceschetti syndrome 1
	1.410998
	TCOF1
	ENSP00000421655

	O75822
	eukaryotic translation initiation factor 3, subunit J
	1.410083
	EIF3J
	ENSP00000261868

	O15342
	ATPase, H+ transporting, lysosomal 9kDa, V0 subunit e1
	1.402895
	ATP6V0E1
	ENSP00000427941

	P02787
	transferrin
	1.39534
	TF
	ENSP00000385834

	Q8IZQ5
	chromosome 11 open reading frame 31
	1.39167
	C11orf31
	ENSP00000373509

	Q13177
	p21 protein (Cdc42/Rac)-activated kinase 2
	1.387814
	PAK2
	ENSP00000314067

	O43451
	maltase-glucoamylase (alpha-glucosidase)
	1.367496
	MGAM
	ENSP00000447378

	O15432
	solute carrier family 31 (copper transporters), member 2
	1.366473
	SLC31A2
	ENSP00000259392

	Q96NT0
	coiled-coil domain containing 115
	1.357246
	CCDC115
	ENSP00000259229

	P40939
	hydroxyacyl-CoA dehydrogenase/3-ketoacyl-CoA thiolase/enoyl-CoA hydratase (trifunctional protein), alpha subunit
	1.357012
	HADHA
	ENSP00000370023

	Q86U18
	serpin peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 1
	1.306456
	SERPINA1
	ENSP00000348068

	P17568
	NADH dehydrogenase (ubiquinone) 1 beta subcomplex, 7, 18kDa
	1.304654
	NDUFB7
	ENSP00000215565

	Q9UJW0
	dynactin 4 (p62)
	1.300089
	DCTN4
	ENSP00000414906

	P23526
	adenosylhomocysteinase
	1.292964
	AHCY
	ENSP00000217426

	O95243
	methyl-CpG binding domain protein 4
	1.287235
	MBD4
	ENSP00000249910

	P21439
	ATP-binding cassette, sub-family B (MDR/TAP), member 4
	1.267223
	ABCB4
	ENSP00000265723

	P52888
	thimet oligopeptidase 1
	1.262499
	THOP1
	ENSP00000304467

	P09172
	dopamine beta-hydroxylase (dopamine beta-monooxygenase)
	1.261326
	DBH
	ENSP00000376776

	Q96F10
	spermidine/spermine N1-acetyltransferase family member 2
	1.243913
	SAT2
	ENSP00000269298

	O14618
	copper chaperone for superoxide dismutase
	1.24333
	CCS
	ENSP00000436318

	Q8N511
	transmembrane protein 199
	1.222867
	TMEM199
	ENSP00000292114

	O95406
	cornichon homolog (Drosophila)
	1.207424
	CNIH
	ENSP00000216416

	O75569
	protein kinase, interferon-inducible double stranded RNA dependent activator
	1.184701
	PRKRA
	ENSP00000318176

	P81172
	hepcidin antimicrobial peptide
	1.154722
	HAMP
	ENSP00000222304

	Q96G97
	Berardinelli-Seip congenital lipodystrophy 2 (seipin)
	1.150725
	BSCL2
	ENSP00000354032

	Q6PI25
	cornichon homolog 2 (Drosophila)
	1.131689
	CNIH2
	ENSP00000310003

	Q16613
	aralkylamine N-acetyltransferase
	1.102698
	AANAT
	ENSP00000250615

	Q9Y6Q2
	stonin 1
	1.101775
	STON1
	ENSP00000310969

	P98170
	X-linked inhibitor of apoptosis
	1.099665
	XIAP
	ENSP00000347858

	Q9HD40
	Sep (O-phosphoserine) tRNA:Sec (selenocysteine) tRNA synthase
	1.096034
	SEPSECS
	ENSP00000371535

	Q9BUB5
	MAP kinase interacting serine/threonine kinase 1
	1.093804
	MKNK1
	ENSP00000361014

	O15431
	solute carrier family 31 (copper transporters), member 1
	1.084912
	SLC31A1
	ENSP00000363329

	Q53S48
	STON1-GTF2A1L readthrough
	1.073429
	ALF
	ENSP00000311493

	Q8TE04
	pantothenate kinase 1
	1.065742
	PANK1
	ENSP00000302108

	P15289
	arylsulfatase A
	1.054659
	ARSA
	ENSP00000216124

	P19440
	gamma-glutamyltransferase 1
	1.043046
	GGT1
	ENSP00000248923

	P13637
	ATPase, Na+/K+ transporting, alpha 3 polypeptide
	1.040307
	ATP1A3
	ENSP00000302397

	Q9HBG4
	ATPase, H+ transporting, lysosomal V0 subunit a4
	1.038259
	ATP6V0A4
	ENSP00000253856

	P55884
	eukaryotic translation initiation factor 3, subunit B
	1.037529
	EIF3B
	ENSP00000354125

	Q01959
	solute carrier family 6 (neurotransmitter transporter, dopamine), member 3
	1.02178
	SLC6A3
	ENSP00000270349

	P51164
	ATPase, H+/K+ exchanging, beta polypeptide
	1.017618
	ATP4B
	ENSP00000334216

	Q9BRV3
	solute carrier family 50 (sugar transporter), member 1
	1.002284
	SLC50A1
	ENSP00000357389

	Q9Y4K4
	mitogen-activated protein kinase kinase kinase kinase 5
	1.000512
	MAP4K5
	ENSP00000013125

	P31641
	solute carrier family 6 (neurotransmitter transporter, taurine), member 6
	1.000098
	SLC6A6
	ENSP00000354107

	P20073
	annexin A7
	0.995701
	ANXA7
	ENSP00000362010

	P55010
	eukaryotic translation initiation factor 5
	0.991243
	EIF5
	ENSP00000216554

	Q9NRX7
	ankyrin repeat and sterile alpha motif domain containing 1B
	0.991006
	ANKS1B
	ENSP00000449629

	A0A0A0MSB3
	protein kinase, cGMP-dependent, type I
	0.970458
	PRKG1
	ENSP00000363092

	Q15738
	NAD(P) dependent steroid dehydrogenase-like
	0.970278
	NSDHL
	ENSP00000359297

	P36268
	gamma-glutamyltransferase 2
	0.960807
	GGT2
	ENSP00000385721

	O15371
	eukaryotic translation initiation factor 3, subunit D
	0.959835
	EIF3D
	ENSP00000216190

	O15118
	Niemann-Pick disease, type C1
	0.957074
	NPC1
	ENSP00000269228

	P61966
	adaptor-related protein complex 1, sigma 1 subunit
	0.948147
	AP1S1
	ENSP00000336666

	O43520
	ATPase, aminophospholipid transporter, class I, type 8B, member 1
	0.942564
	ATP8B1
	ENSP00000283684

	Q6ZVN8
	hemochromatosis type 2 (juvenile)
	0.918124
	HFE2
	ENSP00000337014

	P29965
	CD40 ligand
	0.913415
	CD40LG
	ENSP00000359663

	P21549
	alanine-glyoxylate aminotransferase
	0.912103
	AGXT
	ENSP00000302620

	O95342
	ATP-binding cassette, sub-family B (MDR/TAP), member 11
	0.909198
	ABCB11
	ENSP00000263817

	O00400
	solute carrier family 33 (acetyl-CoA transporter), member 1
	0.908235
	SLC33A1
	ENSP00000352456

	Q9ULG1
	INO80 homolog (S. cerevisiae)
	0.905444
	INO80
	ENSP00000355205

	P63173
	ribosomal protein L38
	0.89728
	RPL38
	ENSP00000309830

	O75185
	ATPase, Ca++ transporting, type 2C, member 2
	0.882839
	ATP2C2
	ENSP00000262429

	Q96RK0
	capicua homolog (Drosophila)
	0.875697
	CIC
	ENSP00000160740

	Q14872
	metal-regulatory transcription factor 1
	0.874143
	MTF1
	ENSP00000362127

	Q04837
	single-stranded DNA binding protein 1, mitochondrial
	0.853621
	SSBP1
	ENSP00000265304

	P49638
	tocopherol (alpha) transfer protein
	0.850685
	TTPA
	ENSP00000260116

	O95255
	ATP-binding cassette, sub-family C (CFTR/MRP), member 6
	0.841321
	ABCC6
	ENSP00000205557

	Q86Y07
	vaccinia related kinase 2
	0.834217
	VRK2
	ENSP00000342381

	Q9H479
	fructosamine 3 kinase
	0.829564
	FN3K
	ENSP00000300784

	Q8WZ74
	cortactin binding protein 2
	0.826385
	CTTNBP2
	ENSP00000160373

	P04040
	catalase
	0.823798
	CAT
	ENSP00000241052

	P51793
	chloride channel, voltage-sensitive 4
	0.815833
	CLCN4
	ENSP00000370213

	P16298
	protein phosphatase 3, catalytic subunit, beta isozyme
	0.80988
	PPP3CB
	ENSP00000378306

	O14656
	torsin family 1, member A (torsin A)
	0.807342
	TOR1A
	ENSP00000345719

	Q9NQ11
	ATPase type 13A2
	0.803793
	ATP13A2
	ENSP00000327214

	Q9UL68
	myelin transcription factor 1-like
	0.795848
	MYT1L
	ENSP00000396103

	P07306
	asialoglycoprotein receptor 1
	0.794975
	ASGR1
	ENSP00000269299

	P02649
	apolipoprotein E
	0.786092
	APOE
	ENSP00000252486

	P62910
	ribosomal protein L32
	0.785653
	RPL32
	ENSP00000380156






Supplementary Table S2. Results of CONTRA software analysis, with region length, adjusted p-value and mean of log-ratio in the region. 
	Coordinates
	Number of bases
	Adjusted p-value
	Gain/Loss
	Mean of Log Ratio

	chr13: 52531651-52531743
	92
	0.0073
	loss
	-2.975

	chr13: 52508891-52509165
	274
	0.013
	gain
	0.191

	chr13: 52585473-52585422
	51
	0.037
	loss
	-2.793





Supplementary Table S3. Results of logistic regression, modeling disease subtype on ATP7B mutation type, consequence, age and sex with odds ratio, 95% confidence interval for odds ratio and p-value. 
	 
	Odds Ratio
	95% CI
	P-value

	N (n=88) vs others (n=160, reference level)

	ATP7B mutation consequence

	frameshift_variant
	14.28
	1.42 – 158.24
	0.023

	frameshift_variant:missense_variant
	1.3
	0.33 – 5.16
	0.71

	frameshift_variant:stop_gained
	3.91
	0.22 – 130.35
	0.383

	missense_variant:stop_gained
	0.69
	0.19 – 2.44
	0.567

	other
	0.44
	0.02 – 7.23
	0.557

	stop_gained
	0.99
	0.10 – 7.79
	0.994

	ATP7B mutation type

	COMPOUND
	1.27
	0.50 – 3.22
	0.615

	HETEROZYGOUS
	0.73
	0.26 – 1.98
	0.535

	Age of diagnosis < 18 years
	0.04
	0.02 – 0.10
	<.001

	Sex - Female
	0.47
	0.24 – 0.89
	0.022


N, neurological



Supplementary Table S4. Results of logistic regression, modeling age at diagnosis on ATP7B mutation type consequence and sex with odds ratio, 95% confidence interval for odds ratio and p-value. 
	 
	Odds Ratio
	95% CI
	P-value

	<18 years (n=100) vs ≥ 18 years (n=148, reference level)

	ATP7B mutation consequence

	frameshift_variant
	3.41
	0.53 – 27.25
	0.196

	frameshift_variant:missense_variant
	1.66
	0.60 – 4.74
	0.332

	frameshift_variant:stop_gained
	0.52
	0.02 – 5.97
	0.611

	missense_variant:stop_gained
	1.26
	0.48 – 3.33
	0.64

	other
	1.34
	0.15 – 11.88
	0.779

	stop_gained
	3.08
	0.69 – 16.27
	0.149

	ATP7B mutation type

	COMPOUND
	2.2
	1.04 – 4.68
	0.038

	HETEROZYGOUS
	1.01
	0.38 – 2.52
	0.985

	Sex - Female
	0.76
	0.44 – 1.30
	0.313






Supplementary Table S5. Results of logistic regression, modeling disease subtype on presence of rare variants in genes, associated with Wilson’s disease according do STRING disease database. Odds ratio are presented with 95% confidence intervals and p-values. Please note that modelling was conducted only for patients with at least one mutation present in those genes.
	
	Odds Ratio
	CI 95%
	p-value

	N (n=86) vs others (n=156, reference level)

	ESD
	17.27
	1.43 – 299.66
	0.032

	INO80
	0.2
	0.03 – 0.85
	0.048

	APOE
	6.71
	1.04 – 55.62
	0.054

	ANKS1B
	4.71
	0.85 – 36.60
	0.089

	CTTNBP2
	3.07
	0.78 – 12.82
	0.11

	ABCB11
	0.31
	0.06 – 1.24
	0.122

	BSCL2
	0.31
	0.05 – 1.50
	0.177

	THOP1
	3.04
	0.57 – 17.17
	0.187

	MTF1
	4
	0.50 – 39.84
	0.192

	ANXA7
	0.2
	0.01 – 1.55
	0.199

	COPA
	3.69
	0.43 – 32.51
	0.223

	TF
	0.18
	0.01 – 2.23
	0.236

	RPL32
	3.07
	0.46 – 21.88
	0.239

	DBH
	1.95
	0.61 – 6.18
	0.251

	CAT
	6.78
	0.17 – 360.68
	0.28

	APLF
	2.79
	0.37 – 23.82
	0.318

	GGT1
	2.75
	0.36 – 22.62
	0.323

	CD40LG
	0.26
	0.01 – 3.10
	0.33

	AHCY
	1.92
	0.48 – 7.50
	0.345

	COMMD1
	2.04
	0.40 – 9.51
	0.367

	ATP11A
	1.71
	0.51 – 5.65
	0.378

	MKNK1
	0.47
	0.06 – 2.50
	0.409

	MBD6
	2.37
	0.24 – 21.73
	0.432

	CIC
	2.78
	0.17 – 77.52
	0.477

	EIF5
	2.54
	0.09 – 72.56
	0.532

	SERPINA1
	0.54
	0.06 – 3.53
	0.54

	ATP13A2
	0.46
	0.02 – 4.03
	0.543

	FN3K
	2.06
	0.16 – 25.55
	0.554

	TCOF1
	1.42
	0.43 – 4.61
	0.557

	ATP2C2
	0.7
	0.19 – 2.28
	0.567

	CP
	0.57
	0.06 – 4.16
	0.591

	ATP8B1
	0.73
	0.18 – 2.52
	0.633

	ABCC6
	0.66
	0.10 – 3.73
	0.637

	ABCB4
	0.76
	0.22 – 2.38
	0.647

	NSDHL
	1.42
	0.25 – 7.61
	0.678

	HFE
	1.21
	0.20 – 6.75
	0.829

	MGAM
	0.91
	0.26 – 2.84
	0.869

	SLITRK1
	0.87
	0.11 – 4.60
	0.882

	MBD4
	1.08
	0.27 – 4.20
	0.907

	ATP4B
	0.89
	0.09 – 6.64
	0.91

	NPC1
	0.94
	0.27 – 3.01
	0.922

	AGXT
	1.07
	0.22 – 4.55
	0.928

	MAP4K5
	0.96
	0.29 – 2.97
	0.946

	ATP6V0A4
	1.03
	0.19 – 4.69
	0.967

	DCTN4
	1.03
	0.04 – 12.23
	0.982

	SLC6A6
	1
	0.19 – 4.66
	0.996


N – neurological manifestations; other – hepatic manifestations and asymptomatic



Supplementary Table S6. Results of logistic regression, modeling age of onset on presence of rare variants in genes, associated with Wilson’s disease according do STRING disease database. Odds ratio are presented with 95% confidence intervals and p-values. Please note that modelling was conducted only for patients with at least one mutation present in those genes.
	
	Odds Ratio
	CI 95%
	p-value

	<18 years (n=98) vs ≥ 18 years (n=144, reference level)

	APOE
	0.06
	0.00 – 0.54
	0.029

	MBD6
	0.06
	0.00 – 0.73
	0.046

	BSCL2
	4.43
	0.97 – 24.89
	0.065

	DBH
	0.33
	0.09 – 1.04
	0.07

	GGT1
	0.11
	0.00 – 1.02
	0.088

	COPA
	0.12
	0.00 – 1.19
	0.116

	ABCB4
	2.3
	0.78 – 7.12
	0.137

	CTTNBP2
	0.3
	0.05 – 1.40
	0.159

	ATP6V0A4
	0.29
	0.04 – 1.41
	0.16

	INO80
	2.43
	0.71 – 9.02
	0.165

	APLF
	4.46
	0.58 – 48.49
	0.17

	SERPINA1
	3.52
	0.55 – 23.85
	0.178

	MBD4
	2.76
	0.64 – 13.14
	0.18

	NPC1
	2.18
	0.67 – 7.37
	0.196

	CD40LG
	4.32
	0.41 – 59.32
	0.229

	TF
	0.2
	0.01 – 2.16
	0.238

	CIC
	7.35
	0.30 – 434.18
	0.259

	THOP1
	0.38
	0.04 – 2.18
	0.306

	DCTN4
	4.07
	0.36 – 112.06
	0.306

	ATP4B
	3.15
	0.37 – 34.56
	0.311

	ESD
	0.37
	0.03 – 3.81
	0.419

	ANKS1B
	0.4
	0.02 – 2.92
	0.428

	ABCC6
	0.44
	0.04 – 3.19
	0.449

	AGXT
	1.72
	0.41 – 7.79
	0.46

	ABCB11
	0.6
	0.14 – 2.21
	0.461

	CAT
	3.16
	0.07 – 171.34
	0.523

	HFE
	1.7
	0.32 – 9.69
	0.533

	MKNK1
	0.62
	0.11 – 2.77
	0.541

	FN3K
	0.42
	0.01 – 5.61
	0.542

	TCOF1
	0.69
	0.20 – 2.28
	0.55

	SLC11A2
	0.45
	0.01 – 7.92
	0.602

	ATP8B1
	1.36
	0.41 – 4.51
	0.607

	RFFL
	2.25
	0.07 – 105.21
	0.623

	NSDHL
	0.68
	0.09 – 3.54
	0.663

	COMMD1
	0.74
	0.15 – 3.31
	0.698

	MGAM
	0.81
	0.26 – 2.44
	0.712

	AHCY
	0.79
	0.18 – 3.04
	0.737

	NDUFB7
	1.8
	0.05 – 137.25
	0.75

	VRK2
	0.67
	0.02 – 20.17
	0.797

	SLITRK1
	0.82
	0.13 – 4.19
	0.815

	ATP11A
	1.16
	0.32 – 4.00
	0.819

	CP
	1.16
	0.13 – 8.27
	0.882

	ATP2C2
	0.92
	0.27 – 3.01
	0.898

	MAP4K5
	1.06
	0.32 – 3.50
	0.918

	SLC6A6
	1.04
	0.20 – 4.80
	0.965





Supplementary Table S7. Tests conducted for WD patients.	
	Group 1
	Group 2
	Variants
	Analysis

	Children (up to age 6 years), n=23
	Adults 
	All
	CMC

	Children (up to age 6 years) 
	Adults
	All
	Fisher

	Adults (18 or older) N
	Adults (18 or older) other
	Coding
	CMC

	Adults (18 or older) N
	Adults (18 or older) other
	Coding
	Fisher

	Children (up to 6 years old) 
	Adults 
	Coding
	CMC

	Children (up to 6 years old) 
	Adults 
	Coding
	Fisher

	Adults (18 or older) N
	Adults (18 or older) other
	Rare, coding
	CMC

	Children (up to age 6 years)
	Adults 
	Rare, coding
	CMC

	Adults (18 or older) N 
	Adults (18 or older) other
	All
	Fisher

	Adults (18 or older) N
	Adults (18 or older) other
	All
	CMC

	Adults
	Adults with severe dystonia
	Coding
	CMC

	Adults
	Adults with severe dystonia
	Coding
	Fisher

	Patients N
	Patients other
	Coding
	CMC

	Patients N
	Patients other
	All
	Fisher

	Patients N
	Patients other
	All
	CMC

	Children (up to age 18 years)
	Adults
	All
	Fisher

	Children (up to age 18 years)
	Adults
	All
	Fisher – allele level

	Patients N
	Patients other
	All
	Fisher – allele level


N – neurological manifestations; other – hepatic manifestations and asymptomatic; Rare – variants with minor allele frequency <2%; Coding – variants that influence protein coding. 
The given age is at the moment of diagnosis.


Supplementary Table S8. Position and score of variants in “TP53 Regulates Metabolic Genes” pathway. 
	Gene
	CHROM
	POS
	Score

	NM_133259
	2
	44172444
	2.82

	NM_018996
	17
	76045336
	2.81

	NM_182742
	12
	104712668
	2.47

	NM_004074
	11
	63742174
	1.91

	NM_004589
	17
	10595250
	1.79

	NM_015088
	22
	40696881
	1.59

	NM_021244
	6
	90121404
	1.47

	NM_014494
	16
	24804831
	1.47

	NM_031459
	1
	28586386
	1.47

	NM_005138
	22
	50962948
	1.27

	NM_014454
	6
	109319905
	1.27

	NM_000368
	9
	135772014
	1.27

	NM_006570
	9
	19050323
	1.09

	NM_006252
	1
	57158051
	1.08

	NM_003405
	22
	32352791
	1.02

	NM_005809
	19
	12910773
	1.01

	NM_001014432
	14
	105242831
	1

	NM_001626
	19
	40742105
	0.95

	NM_005614
	7
	151168534
	0.94

	NM_003404
	20
	43535101
	0.88

	NM_017431
	2
	219693291
	0.87

	NM_001863
	19
	36145637
	0.87

	NM_018947
	7
	25163744
	0.84

	NM_016203
	7
	151519554
	0.8

	NM_012479
	7
	75988094
	0.79

	NM_004373
	12
	120876231
	0.77

	NM_006142
	1
	27190215
	0.72

	NM_000637
	8
	30539623
	0.64

	NM_022157
	1
	39322575
	0.6

	NM_004255
	15
	75230197
	0.58

	NM_005465
	1
	243716186
	0.57

	NM_000314
	10
	89653834
	0.52

	NM_001024843
	22
	40552119
	0.52

	NM_014905
	2
	191786094
	0.46

	NM_006253
	12
	120106145
	0.44

	NM_004374
	8
	100904241
	0.33

	NM_001862
	2
	98262570
	0.18

	NM_002489
	7
	10973362
	0.17

	NM_016656
	X
	55757744
	0.07

	NM_001866
	X
	77160840
	0.03



Gene – Transcript identifier in RefSeq, CHROM – chromosome number, POS – variant position in hg19 assembly, Score – p-value in Fisher’s test on PHRED scale. 
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