Table S6. ANI value and average synonymous substitution frequency between two strains
	
	EIB202
	FL6-60
	080813
	93-146
	ATCC

33202
	ATCC

15947
	ATCC

23685
	DT

	EIB202
	-
	99.93
	94.92
	92.53
	92.52
	82.62
	82.8
	82.69

	FL6-60
	0.0004±0.007
	-
	94.99
	92.57
	92.54
	82.62
	82.8
	82.64

	080813
	0.12±0.05
	0.12±0.05
	-
	92.85
	92.85
	82.74
	82.83
	82.71

	93-146 
	0.18±0.07
	0.18±0.7
	0.18±0.08
	-
	99.98
	82.07
	82.24
	82.15

	ATCC33202
	0.18±0.07
	0.18±0.07
	0.18±0.08
	0.0005±0.008
	-
	81.96
	82.04
	81.96

	ATCC15947
	0.48±0.14
	0.48±0.14
	0.48±0.14
	0.49±0.14
	0.50±0.14
	-
	99.43
	98.09

	ATCC23685
	0.48±0.14
	0.48±0.14
	0.48±0.14
	0.49±0.14
	0.50±0.14
	0.014±0.021
	-
	98

	DT
	0.48±0.14
	0.48±0.14
	0.48±0.14
	0.49±0.14
	0.50±0.14
	0.05±0.03
	0.05±0.03
	-


Average synonymous substitution frequency (Ds) values from 1000 house-keeping orthologous gene pairs from the core gene set (COG C, D, E, F, G, I, J, K, L and P) according to the method of Nei and Gojobori [1](Left) and ANI vaule of all genome sequence between two strains [2,3] (Right).
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