Supplemental Table 1 Samples included from external studies


	Sample Name
	Clade
	Citation

	2395
	C1
	(Benson et al. 2014)

	COL
	A (ST250)
	(Gill et al. 2005)

	CA12
	F (USA300 SAE)
	(Planet et al. 2015)

	HUV05
	F (USA300 ‘early branching’)
	(Planet et al. 2015)

	V2200
	F (USA300 ‘early branching’)
	(Planet et al. 2015)

	M121
	F (USA300 SAE)
	(Planet et al. 2015)

	2003-0165
	B
	(Bowers, et al mSphere, mSphere00157-17 submitted)

	20043-0165
	B
	(Bowers, et al mSphere, mSphere00157-17 submitted)

	2012014-0233
	D
	(Bowers, et al mSphere, mSphere00157-17 submitted)

	2012025-0541
	D
	(Bowers, et al mSphere, mSphere00157-17 submitted)

	AI-2012020-0222
	A (ST247)
	(Bowers, et al mSphere, mSphere00157-17 submitted)

	AI-2012019-0011
	A (ST247)
	(Bowers, et al mSphere, mSphere00157-17 submitted)

	NY-2012
	Outgroup (ST630)*
	(Bowers, et al mSphere, mSphere00157-17 submitted)

	MN-2011a
	Outgroup (ST630)*
	(Bowers, et al mSphere, mSphere00157-17 submitted)

	151-05
	F (USA300 SAE)
	(Bowers, et al mSphere, mSphere00157-17 submitted)

	MN1250
	F (USA300 SAE)
	(Bowers, et al mSphere, mSphere00157-17 submitted)

	PA-2011a
	F (USA300 ‘early branching’)
	(Bowers, et al mSphere, mSphere00157-17 submitted)

	MN-2005-0275
	F (USA300 ‘early branching’)
	(Bowers, et al mSphere, mSphere00157-17 submitted)

	2012007-0120
	F (USA300 ‘early branching’)
	(Bowers, et al mSphere, mSphere00157-17 submitted)

	PA-2009a
	F (USA300 ‘early branching’)
	(Bowers, et al mSphere, mSphere00157-17 submitted)

	2012046-0120
	F (USA300 ‘early branching’)
	(Bowers, et al mSphere, mSphere00157-17 submitted)

	2012017-0045
	F (USA300 ‘early branching’)
	(Bowers, et al mSphere, mSphere00157-17 submitted)

	TCH1516
	F (USA300 NAE)
	(Highlander et al. 2007)

	FPR3757
	F (USA300 NAE)
	(Diep et al. 2008)



*Not shown on figure 1.
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Convergence of the two molecular clock analysis runs.  The table shows similar estimates estimates of the tMRCA for the three major clades in this study for each run.
	Clade
	First run
	Second run

	C1
	1936.6474 (1873.4643-1973.3851)
	1936.8894 (1877.3503 -1975.9442)

	C2
	1944.8372 (1890.4467-1978.5006)
	1944.3494 (1891.8237-1978.1858)

	E1
	1950.3324 (1898.8977-1980.0225)
	1950.5062 (1902.2744-1980.5834)


Median estimates and 95% HPD interval in parentheses
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