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	ST
	Number of isolates
	Mapping reference
	Total number of SNPs
	Maximum number of pairwise SNP differences
	Percentage SNPs that are homoplasic

	ST1 (+ ST1-derived isolates)
	71
	Paris 
(complete genome)
	48,655
	15,227
	35·9

	ST23
	37
	EUL00011/ST23_3 (de novo assembly)
	26,945
	12,964
	11·8

	ST37
	72
	EUL00132/ST37_69 (de novo assembly)
	14,829
	13,776
	0·06

	ST47
	122
	Lorraine 
(complete genome)
	186
	19
	0

	ST62
	35
	H043540106/ST62_2 (de novo assembly)
	33,200
	12,842
	36·4
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