Table 3: Summary of SNPs identified across signature regions of CHD8 and their evolutionarily conservation and PTM status
	Domains (aa cords)
	Length
	Total # SNPs
	#  ns SNPs
	%
	#
Trunc.
SNPs
	%
	SNP Effect (D>90%)
	SNP Effect (D < 50%)
	Prot.stab. (DDG<-1.0)
	Evol. Cons.
residues
	Evol. Variable residues
	PTM residues

	
	
	
	
	
	
	
	# ns
SNPs
	%
	# ns
SNPs
	%
	# ns
SNPs
	%
	# aa
	%
	# a
a
	%
	# aa
	%

	(1-639)
	639
	286
	271
	94.76
	15
	5.24
	0
	0
	178
	65.68
	0
	0
	47
	7.36
	592
	92.64
	106
	16.59

	Chromo domain (640-790)
	151
	61
	54
	88.52
	7
	11.48
	2
	3.70
	21
	38.89
	1
	1.85
	55
	36.42
	96
	63.58
	14
	9.27

	(791-806)
	16
	4
	4
	100
	0
	0
	1
	25.00
	1
	25
	0
	0
	5
	31.25
	11
	68.75
	2
	12.50

	Helicase ATP-binding (807-1009)
	203
	55
	49
	89.09
	6
	10.91
	18
	36.73
	12
	24.49
	5
	10.20
	135
	66.50
	68
	33.50
	10
	4.93

	SNF2_N (825-1101)
	277
	80
	74
	92.50
	6
	7.50
	25
	33.78
	18
	24.32
	6
	8.11
	201
	72.56
	76
	27.44
	10
	3.61

	(1102-1136)
	35
	23
	23
	100
	0
	0
	5
	21.74
	7
	30.43
	0
	0
	16
	45.71
	19
	54.29
	1
	2.86

	Helicase C-terminal (1137 – 1288)
	152
	26
	25
	96.15
	1
	3.85
	7
	28.00
	2
	8
	5
	20
	142
	93.42
	10
	6.58
	8
	5.26

	(1289-1436)
	148
	42
	40
	95.24
	2
	4.76
	14
	35.00
	16
	40
	4
	10
	106
	71.62
	42
	28.38
	15
	10.14

	SANT and Slide (1437-1683)
	247
	79
	75
	94.94
	4
	5.06
	14
	18.67
	35
	46.67
	2
	2.67
	114
	46.15
	133
	53.85
	19
	7.69

	(1684-1788)
	105
	49
	48
	97.96
	1
	2.04
	5
	10.42
	31
	64.58
	0
	0
	11
	10.48
	94
	89.52
	16
	15.24

	CHD7_binding, Interaction with FAM124B (1789 – 2302)
	514
	302
	289
	95.70
	13
	4.30
	52
	17.99
	168
	58.13
	13
	4.50
	104
	20.23
	410
	79.77
	87
	16.93

	BRK domain (2310-2419)
	110
	65
	62
	95.38
	3
	4.62
	5
	8.06
	29
	46.77
	4
	6.45
	12
	10.91
	98
	89.09
	7
	6.36

	(2420-2581)
	162
	90
	85
	94.44
	5
	5.56
	3
	3.53
	58
	68.24
	2
	2.35
	25
	15.43
	137
	84.57
	23
	14.20

	Total
	2581
	
	1037
	
	
	
	135
	
	
	
	34
	
	851
	
	1730
	
	311
	


nsSNPs- nonsynonympusSNPs; Trunc.SNPs – Truncating SNPs; Prot.stab.- protein stability; Evol.cons.- Evolutionarily conserved. Prominent relatively higher values are highlighted in bold

