Table 5: DynaMut prediction of molecular dynamic changes caused by 131 pathogenic nsSNPs located within the core CHD8 domains
	Domains (aa cords)
	#  Total nsSNPs
	DDG Dynamut <-0.5
	Increased FLEXIBILITY Delta_vibrational entropy (DDS) >0.5
	Increased RIGIDITY, Delta_vibrational entropy (DDS) <-0.5
	Delta stability Encom DDG<-0.5

	
	
	#nsSNPs
	%
	#nsSNPs
	%
	#nsSNPs
	%
	#nsSNPs
	%

	Helicase ATP-binding (807-1009)
	49
	13
	26.53
	4
	8.16
	5
	10.20
	2
	4.08

	SNF2_N (825-1101)
	74
	21
	28.38
	5
	6.76
	7
	9.46
	3
	4.05

	(1102-1136)
	23
	0
	0.00
	3
	13.04
	1
	4.35
	3
	13.04

	Helicase C-terminal (1137 – 1288)
	25
	5
	20.00
	3
	12.00
	1
	4.00
	3
	12.00

	(1289-1436)
	40
	1
	0.60
	0
	0.00
	0
	0.00
	0
	0.00



