Supporting Information
Table S2. Marker properties.
	Marker
	Failures (%)
	No. alleles
	HE
	No. polyclonal infections

	MS8
	0 (0%)
	20
	0.97
	1

	MS16
	0 (0%)
	16
	0.96
	0

	PV3.27
	0 (0%)
	15
	0.93
	1

	MS12*
	0 (0%)
	10
	0.89
	6

	MS10*
	0 (0%)
	14
	0.90
	0

	MS20*
	2 (8%)
	13
	0.91
	1

	MS1*
	0 (0%)
	8
	0.88
	1

	MS5*
	0 (0%)
	8
	0.86
	0

	msp1F3
	0 (0%)
	10
	0.85
	0



*Defined as having balanced diversity [19].
HE = expected heterozygosity.

