[bookmark: _Ref488160566][bookmark: _GoBack]Table S 6 Variety of domain d apical loop sequence in genomes of Enterovirus E and F species.
	N
	Loop sequence
	Abundance
	Abundance in filtered set of genomes
	Diversity of 3 flanking base pairs
	Diversity of 3 flanking base pairs in filtered set of genomes

	Enterovirus E

	First oriL 

	1 
	GCUUA
	3
	3
	3
	3

	2 
	GUUA
	3
	2
	2
	2

	3 
	GCUA
	2
	2
	2
	1

	4 
	GUUUA
	2
	1
	1
	1

	5 
	GCCUA
	1
	1
	1
	1

	6 
	GCGUA
	1
	1
	1
	1

	Total
	12
	10
	10
	9

	Second oriL

	1 
	GCUUA
	5
	4
	2
	2

	2 
	GCCUA
	4
	3
	3
	2

	3 
	GAUUA
	1
	1
	1
	1

	4 
	GUCUA
	1
	1
	1
	1

	5 
	GUUUA
	1
	1
	1
	1

	Total
	12
	10
	8
	7

	Enterovirus F

	First oriL

	1 
	GCUA
	7
	5
	1
	1

	2 
	GUUA
	3
	2
	1
	1

	3 
	GCCA
	2
	2
	1
	1

	4 
	AUUA
	1
	1
	1
	1

	Total
	13
	10
	4
	4

	Second oriL

	1 
	GCUA
	11
	8
	1
	1

	2 
	GCCA
	1
	1
	1
	1

	3 
	GUUA
	1
	1
	1
	1

	Total
	13
	10
	3
	3




