Table 2: SNP Effect analysis and stability predictions of the final 42 severely pathogenic nsSNPs in CHD8 
	Chr position
	Ref/Alt
	rsID
	aa cords
	Domain
	SNP effect >90%
	Protein Stability DDG <-1.0 prediction (Value)
	Source

	
	
	
	
	
	%
	I-Mutant
	Mupro DDG
	iStable (Confidence Score)
	

	21884050
	C/T
	c.1733G>A
	R578H
	 
	90.91
	D (-1.5)
	D (-1.55)
	D (0.76)
	ASD Pop

	21876980
	C/T
	rs769243605
	R790H
	Chromo domain
	90.91
	D (-1.38)
	D (-1.48)
	D (0.74)
	Gen. Pop.

	21876700
	A/G
	c.2501T>C
	L834P
	Helicase ATP-binding, SNF2_N
	100
	D (-1.93)
	D (-1.89)
	D (0.88)
	ASD Pop

	21876620
	G/T
	rs1392213269
	P861T
	Helicase ATP-binding, SNF2_N
	100
	D (-1.77)
	D (-1.49)
	D (0.77)
	Gen. Pop.

	21876607
	A/G
	rs1467509220
	I865T
	Helicase ATP-binding, SNF2_N
	90.91
	D (-2.49)
	D (-1.59)
	D (0.81)
	Gen. Pop.

	21875188
	G/A
	rs776713016
	R912C
	Helicase ATP-binding, SNF2_N
	100
	D ( -1.13)
	D (-1.26)
	D (0.73)
	Both

	21875163
	A/G
	rs1248698098
	F920S
	Helicase ATP-binding, SNF2_N
	100
	D (-2.22)
	D (-1.88)
	D (0.83)
	Gen. Pop.

	21875094
	C/T
	rs773585104
	R943H
	Helicase ATP-binding, SNF2_N
	90.91
	D (-1.42)
	D (-1.08)
	D (0.81)
	Gen. Pop.

	21873523
	A/C
	rs794727141
	V1051G
	SNF2_N
	90.91
	D (-1.63)
	D (-2.61)
	D (0.85)
	Gen. Pop.

	21871628
	A/T
	c.3502T>A
	Y1168N
	Helicase C-terminal
	90.91
	D (-1.3)
	D (-1.53)
	D (0.66)
	ASD Pop

	21871358
	G/A
	c.3532C>T
	R1178C
	Helicase C-terminal
	100
	D (-1.24)
	D (-1.12)
	D (0.75)
	ASD Pop

	21871331
	G/A
	rs540325439
	L1187F
	Helicase C-terminal
	90.91
	D ( -1.20)
	D (-1.19)
	D (0.79)
	Gen. Pop.

	21870587
	C/T
	rs1389713229
	E1264K
	Helicase C-terminal
	100
	D (-1.17)
	D (-1.03)
	D (0.91)
	Both

	21870518
	C/A
	rs1200201759
	G1287C
	Helicase C-terminal
	100
	D (-1.52)
	D (-1.05)
	D (0.81)
	Gen. Pop.

	21870204
	A/G
	c.3974T>C
	F1325S
	
	100
	D (-1.42)
	D (-1.43)
	D (0.84)
	ASD Pop

	21870199
	C/T
	c.3979G>A
	E1327K
	
	90.91
	D (-0.96)
	D (-1.22)
	D( 0.85)
	ASD Pop

	21870180
	A/T
	rs948525922
	I1333N
	 
	100
	D (-1.68)
	D (-2.13)
	D (0.82)
	Gen. Pop.

	21869662

	A/C
	c.4073T>G
	V1358G
	 
	100
	D (-2.92)
	D (-1.89)
	D (0.82)
	ASD Pop

	21869215
	C/G
	rs1293008333
	D1397H
	 
	90.91
	D (-1.31)
	D (-1.21)
	D (0.66)
	Gen. Pop.

	21869208
	G/C
	rs771856418
	P1399R
	 
	100
	D (-1.22)
	D (-1.41)
	D (0.84)
	Gen. Pop.

	21869187
	C/T
	rs770193381
	R1406H
	 
	90.91
	D ( -1.43)
	D (-1.49)
	D (0.89)
	Gen. Pop.

	21868725
	G/A
	rs1307220437
	R1473C
	SANT and Slide 
	90.91
	D (-1.20)
	D (-1.08)
	D (0.81)
	Gen. Pop.

	21868662
	A/G
	rs952240294
	Y1494H
	SANT and Slide
	100
	D (-1.54)
	D (-1.7)
	D (0.84)
	Gen. Pop.

	21862621
	T/C
	rs773818606
	D1805G
	CHD7_binding, Interaction with FAM124B
	90.91
	D (-1.32)
	D (-1.40)
	D (0.87)
	Gen. Pop.

	21862615
	T/G
	rs992466357
	Y1807S
	CHD7_binding, Interaction with FAM124B
	90.91
	D (-1.57)
	D (-2.04)
	D (0.75)
	Gen. Pop.

	21862552
	C/T
	rs199908540
	R1828H
	CHD7_binding, Interaction with FAM124B
	90.91
	D (-1.39)
	D (-1.40)
	D (0.76)
	Gen. Pop.

	21862550
	A/C
	rs767254646
	F1829V
	CHD7_binding, Interaction with FAM124B
	100
	D (-1.99)
	D (-1.39)
	D (0.81)
	Gen. Pop.

	21862511
	T/C
	rs1000377731
	S1842G
	CHD7_binding, Interaction with FAM124B
	90.91
	D (-1.21)
	D ( -1.77)
	D (0.74)
	Gen. Pop.

	21862483
	A/C
	rs1462738501
	V1851G
	CHD7_binding, Interaction with FAM124B
	90.91
	D (-3.27)
	D (-1.67)
	D (0.85)
	Gen. Pop.

	21862325
	G/A
	rs755813740
	P1877S
	CHD7_binding, Interaction with FAM124B
	90.91
	D (-1.71)
	D (-1.11)
	D (0.78)
	Gen. Pop.

	21862295
	G/C
	rs369825360
	L1887V
	CHD7_binding, Interaction with FAM124B
	90.91
	D (-1.21)
	D (-1.27)
	D (0.85)
	Gen. Pop.

	21862285
	A/G
	rs1272412242
	I1890T
	CHD7_binding, Interaction with FAM124B
	90.91
	D (-1.85)
	D (-3.16)
	D (0.86)
	Gen. Pop.

	21862219
	A/G
	rs768411068
	L1912S
	CHD7_binding, Interaction with FAM124B
	90.91
	D (-1.94)
	D (-1.72)
	D (0.77)
	Gen. Pop.

	21862139
	G/C
	.
	R1939G
	CHD7_binding, Interaction with FAM124B
	90.91
	D (-1.31)
	D (-1.75)
	D (0.87)
	Gen. Pop.

	21862138
	C/T
	rs751815253
	R1939H
	CHD7_binding, Interaction with FAM124B
	90.91
	D (-1.19)
	D (-1.29)
	D (0.84)
	Gen. Pop.

	21860965
	G/C
	rs371915075
	R2158G
	CHD7_binding, Interaction with FAM124B
	100
	D (-1.45)
	D (-1.19)
	D (0.85)
	Gen. Pop.

	21854301
	A/G
	rs546916768
	L2406S
	 
	90.91
	D (-2.57)
	D (-1.42)
	D (0.88)
	Gen. Pop.

	21854292
	G/T
	rs375361952
	P2409H
	 
	100
	D (-2.02)
	D (-1.14)
	D (0.76)
	Gen. Pop.

	21854293
	G/A
	rs1027979929
	P2409S
	 
	90.91
	D (-2.10)
	D (-1.06)
	D (0.75)
	Gen. Pop.

	21854266
	G/C
	rs372825432
	R2418G
	 
	90.91
	D (-1.49)
	D (-1.14)
	D (0.85)
	Gen. Pop.

	21854260
	G/C
	rs371294659
	R2420G
	 
	90.91
	D (-1.64)
	D (-1.60)
	D (0.83)
	Gen. Pop.

	21854259
	C/T
	rs771590165
	R2420H
	 
	90.91
	D (-1.24)
	D (-1.17)
	D (0.81)
	Gen. Pop.


Rows highlighted in red include nsSNPs unique to ASD population. D refers to Destabilising; DDG values are written within brackets (); 
Gen. Pop. refers to general population, ASD pop. refers to ASD population and it means that nsSNP was identified uniquely in ASD population only, ‘Both’ refers to general as well as ASD population. 

