Table S1.  Genome sequences available in NBase.
	ID
	Geographic Origin a
	Year isolated a
	Sg b
	Disease
	ST c
	CC c
	PMID d

	M20918
	Iowa, USA
	2009
	A
	Invasive
	4789
	5
	N/A

	M13220
	Philippines
	2005
	A
	Invasive
	7
	5
	20519285

	M18575
	Burkina Faso
	2003
	A
	Invasive
	2859
	5
	20519285

	Z2491
	Gambia
	1983
	A
	Invasive
	4
	4
	10761919

	M17277
	Maryland, USA
	2006
	NG
	Carriage
	5916
	41/44
	N/A

	M16207
	North Dakota, USA
	2007
	B
	Invasive
	162
	162
	N/A

	M17094
	Minnesota, USA
	2008
	B (C)
	Carriage
	32
	32
	N/A

	MC58
	Gloucester, UK
	1985
	B
	Invasive
	74
	32
	10710307

	M10699
	Oregon, USA
	2003
	B
	Invasive
	32
	32
	20519285

	M5178
	Oregon, USA
	1998
	B
	Invasive
	32
	32
	20519285

	053442
	Anhui province, China
	2003
	C
	Invasive
	4821
	4821
	18031983

	8013
	France
	1989
	C
	Invasive
	177
	18
	19818133

	FAM18
	North Carolina, USA
	1980s
	C
	Invasive
	11
	11
	17305430

	M15141
	New York, USA
	2006
	C
	Invasive
	11
	11
	20519285

	14
	Bavaria, Germany
	1999-2000
	NG-cnl
	Carriage
	53
	53
	18305155

	M17062
	Minnesota, USA
	2008
	NG
	Carriage
	198
	198
	N/A

	M15293
	Georgia, USA
	2006
	NG (B)
	Invasive
	32
	32
	20519285

	M16917
	Illinois, USA
	2007
	NG
	Invasive
	11
	11
	N/A

	153
	Bavaria, Germany
	1999-2000
	29E
	Carriage
	60
	60
	18305155

	275
	Bavaria, Germany
	1999-2000
	W135
	Carriage
	22
	22
	18305155

	M13519
	New York, USA
	2005
	W135 (C)
	Invasive
	11
	11
	N/A

	M17661
	Michigan, USA
	2008
	W135 (C)
	Invasive
	11
	11
	N/A

	M18774
	Florida, USA
	2009
	W135
	Invasive
	11
	11
	N/A

	M9261
	Burkina Faso
	2002
	W135
	Invasive
	11
	11
	20519285

	M11791
	New York, USA
	2003
	Y
	Invasive
	23
	23
	N/A

	M14900
	Oregon, USA
	2006
	Y
	Invasive
	1625
	23
	N/A

	M20899
	California, USA
	2009
	Y
	Invasive
	1624
	167
	N/A


a Origins are based on literature searches for each genome or based on unpublished notes at Centers for Disease Control and Prevention.
b Serogroup.  Sgs are defined as a result of the SASG test, and if PCR had a differing result its resulting serogroup is in parentheses 
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(1)
.  cnl: the capsule locus is nonexistent and no capsule is expressed. 
c Sequence Type (ST), Clonal Complex (CC).
d PubMed ID of the genome announcement.  N/A: not applicable; announced in this publication.
Table S2.  Validation of discriminating SNPs characterized with SNPtool.a  
	SNP
	Locib
	ST-11 ntc
	Non-ST-11 ntc
	Positiond

	1
	pgm
	C
	T
	31/162108

	2
	pgm
	A
	G
	31/162118

	3
	pgm
	C
	G
	31/162202

	4
	pgm
	T
	C
	31/162325

	5
	pdhC
	C
	T
	45/12909

	6
	pdhC
	T
	C
	45/13027

	7
	abcZ
	C
	T
	41/44038

	8
	abcZ
	A
	G
	41/44099

	9
	fumC
	C
	T
	52/5731

	10
	fumC
	A
	G
	52/5861


a SNPtool was used to characterize SNPs that distinguish NBase genome sequences of seven ST-11 strains from ten non ST-11 strains representing seven other STs.  

b SNP validation was done using Sanger sequencing of discriminating SNPs that overlap MLST locus fragments.
c Nucleotide variants that characterize the ST-11 versus the non ST-11 genome sequences.
d Validated discriminating SNP positions are given as a contig number and contig nucleotide position in the genome M13220
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