Table S2. Average z-scores from all ScanFold analysis windows for SF1 and SF2 using both shuffling methods and different randomizations

The average z-scores for all windows in every ScanFold run were determined and the average difference between shuffling techniques was calculated from all analyzed genomes.
	
	SF1 Mono 100
	SF1 Di 100
	SF1 100 Mono-Di
	SF1 Mono 1000
	SF1 Di 1000
	SF1 1000 Mono-Di
	SF1 Mono 10000
	SF1 Di 10000
	SF1 10000 Mono-Di
	SF2 Mono
	SF2 Di
	SF2 Mono-Di

	Zika
	-0.645
	-0.235
	-0.411
	-0.649
	-0.234
	-0.414
	-0.649
	-0.234
	-0.415
	-0.892
	-0.731
	-0.161

	HIV
	-0.455
	-0.137
	-0.318
	-0.465
	-0.140
	-0.326
	-0.467
	-0.141
	-0.326
	-0.638
	-0.746
	0.108

	SARS-CoV-2
	-1.499
	-1.147
	-0.351
	-1.522
	-1.167
	-0.355
	-1.525
	-1.170
	-0.356
	-1.686
	-1.681
	-0.005

	Average Difference
	
	
	-0.360
	
	
	-0.365
	
	
	-0.366
	
	
	-0.019



