Table S1: SSRs reported conserved in Prunus species.

	SSR locus
	Species origin
	Reference

	ps12a02
	cherry
	Sosinski et al,. 2000


	BPPCT-002
	peach
	Dirlewanger et al., 2002


	BPPCT-026
	peach
	Dirlewanger  et al,. 2002


	PceGA34
	cherry
	Downey and Iezzoni 2000


	UDP98-412
	peach
	Testolin  et al,. 2000
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Table S2: Results achieved (mean peak values and standard deviation) by real-time PCR coupled HRM analysis of the microsatellite BPPCT002 amplicon from the analysis of different samples of originating from the sweet cherry rootstocks under study.

	Melting curve analysis
	samples examined
	Peak 1(Tm1)
	Peak 2 (Tm2)

	Profile 1 (Maxma-14)
	3
	79.78±0.3
	81.63±0.4

	Profile 2 (Cab-6P)
	3
	81.90±0.4
	

	Profile 3 (Piku-1)
	3
	81.55±0.2
	

	Profile 4(PHL-6)
	3
	80.25±0.4
	82.05±0.3

	Profile 5 (Gisela-5)
	3
	81.65±0.2
	

	Profile 6 (Gisela-6)
	3
	82.25±0.2
	


