	Table S4: Low frequency in silico Restriction Enzyme cut sites in 16S rDNA sequences of different Clostridium spp.

	Organism 
	F a
	BamHI
	NotI
	PstI
	SacI
	HindIII
	EcoRI
	NruI

	C. acetobutylicum 
	24
	0
	0
	0
	0
	0
	24(1)
	24(1)

	C. baratii
	8
	0
	0
	0
	0
	0
	8(1)
	8(1)

	C. beijerinckii
	23
	0
	0
	0
	0
	2(1)
	23(1)
	23(1)

	C. botulinum
	128
	0
	0
	0
	0
	88(1)
	128(1)
	126(1)

	C. butyricum
	32
	0
	0
	0
	0
	1(1)
	32(1)
	30(2)+2(1)

	C. colicanis
	9
	0
	0
	0
	0
	0
	9(1)
	9(1)

	C. chauvoei
	8
	0
	0
	0
	0
	0
	8(1)
	8(1)

	C. kluyveri
	14
	0
	0
	0
	0
	0
	14(1)
	14(1)

	C. novyi
	17
	0
	0
	0
	0
	15(1)
	17(1)
	17(1)

	C. pasteurianum
	13
	0
	0
	0
	0
	2(1)
	13(1)
	1(1)

	C. perfringens
	92
	0
	0
	2(1)
	0
	0
	92(1)
	91(1)

	C. sardiniense
	9
	0
	0
	0
	0
	0
	9(1)
	9(1)

	C. sporogenes
	11
	0
	0
	0
	0
	8(1)
	11(1)
	10(1)

	C. subterminale
	8
	0
	0
	0
	4(1)
	1(1)
	8(1)
	8(1)

	C. tetani
	8
	0
	0
	0
	0
	8(2)
	8(1)
	0

	Numbers in parentheses denote number of cut sites in 16S rDNA sequences.

	a No. of organisms within the corresponding Clostridium sp.


