Table 4: Details of MoRFs and disordered binding site prediction in protein CHD8 with consensus across all three tools represented with their average probability/propensity scores:
	MoRF Predictions
	Disorder Binding Prediction on
ANCHOR2

	#
	aa cords
	MoRFCHiBi SYSTEM*
	[bookmark: _Hlk45785615]IUPred2A
	MoRFPred
	

	
	
	MCW
	MCL
	
	
	#
	aa cords
	Score

	1
	8--15
	0.798
	0.742
	0.626
	0.535
	1
	1--99
	0.9215

	2
	28-45
	0.713
	0.731
	0.781
	0.315
	
	
	

	3
	285-292
	0.734
	0.687
	0.734
	0.414
	

	4
	394-401
	0.722
	0.718
	0.621
	0.451
	

	5
	449-469
	0.703
	0.668
	0.791
	0.316
	2
	462-476
	0.911

	6
	482-489
	0.674
	0.651
	0.779
	0.474
	

	7
	505-517
	0.712
	0.776
	0.840
	0.400
	

	
	3
	531-543
	0.9229

	
	4
	2017-2080
	0.9019

	
	5
	2113-2129
	0.9089

	
	6
	2421-2435
	0.9007

	8
	2528-2539
	0.724
	0.750
	0.956
	0.528
	7
	2468-2581
	0.9612

	9
	2548-2570
	0.846
	0.841
	0.858
	0.412
	
	
	


MoRF Propensities scores descriptions:
· MoRFCHiBi_Web (MCW): an overall MoRF prediction propensity score generated by incorporating (MC) and (MDC) scores.
· MoRFCHiBi_Light (MCL): MoRF prediction propensity score generated by incorporating (MC) MoRF prediction and (IDP) protein disorder prediction scores. This score mainly targeted longer MoRFs.
· MoRFCHiBi (MC): MoRF prediction solely based on the local physiochemical properties of the amino acid sequence.
· MoRFDC (MDC): MoRF prediction based on the protein disorder prediction (IDP) and conservation information (ICS).
· Disordered Propensity (IDP): IDP provided long trends protein disordered prediction. 
· Conservation Propensity (ICS): ICS provided a general conservation propensity score assembled by aligning the query sequence.
    The predicted probability sores from IUPred2A, MoRFPred with an average cut off ≥0.7 and ANCHOR2 with average cut off ≥0.9 were used. 


