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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

	YNMG Tetraloops

	1 
	CACG
	146
	98
	1
	1

	2 
	UACG
	69
	51
	3
	3

	3 
	UGCG
	41
	31
	1
	1

	4 
	UCCG
	23
	11
	1
	1

	5 
	CCCG
	18
	16
	2
	2

	6 
	CUCG
	6
	5
	1
	1

	7 
	CAAG
	5
	4
	2
	2

	8 
	UUCG
	3
	3
	1
	1

	9 
	CGCG
	3
	3
	2
	2

	10 
	UAAG
	2
	2
	1
	1

	11 
	UGAG
	2
	1
	1
	1

	12 
	YACG
	1
	1
	1
	1

	YNUG Tetraloops

	13 
	CAUG
	9
	9
	1
	1

	14 
	CUUG
	4
	3
	1
	1

	15 
	CGUG
	4
	3
	1
	1

	16 
	UCUG
	1
	1
	1
	1

	17 
	CCUG
	1
	1
	1
	1

	18 
	UGUG
	1
	1
	1
	1

	Total 
	339
	244
	23
	23




