Table S1. Percent difference in percent of predicted paried nucleotides comparing SF1 to SF1 mono and dinucleotide shuffling and SF2 to SF2 mono and dinucleotide shuffling

	
	SF1 100
Mono vs di -2
	SF1
1000
Mono vs di -2
	SF1 10000 mono vs di -2
	SF2 mono vs di -2
	SF1 100 mono vs di -1
	SF1 1000 mono vs di -1
	SF1 10000 mono vs di -1
	SF2 mono vs di -1
	SF1 100 mono vs di No Filter
	SF1 1000 mono vs di No Filter
	SF1 10000 mono vs di No Filter
	SF2 mono vs di No Filter

	ZIKA
	1.70
	2.19
	2.30
	0.76
	8.65
	8.21
	8.26
	3.13
	-0.72
	-1.11
	-0.85
	-0.11

	HIV-1
	1.72
	1.88
	1.81
	-1.46
	4.06
	4.06
	3.92
	-1.66
	0.44
	0.87
	0.78
	-1.13

	SARS-CoV-2
	5.73
	5.52
	5.55
	-0.72
	6.07
	6.13
	6.13
	1.54
	1.26
	1.41
	1.45
	0.36


Positive values indicate mononucleotide shuffling predicted more pairs and negative values indicate that dinucleotide shuffling predicted more pairs for the respective genome, version of SF, randomizations, and shuffling method.
