Table S1. Markers obtained from the newly discovered SNPs. For each marker, primers, SNP position, restriction enzyme and origin of the restricted amplicon are indicated. The mutated base is in bold and underlined

	SNP position with respect to ATG
	Marker name
	Primer forward 
	Primer reverse
	Restriction enzyme
	Digested allele

	-1,514
	dCAPS-1514
	TCTCTTCTCTCTCCCGTCCCGTAGC
	CACAAGCAGAGAAGTGAAGCA
	AluI
	mutant

	+1,801 
	dCAPS+1801
	GCATGGACGTCAGCGAGTGGGATGC
	CTTCCGGCTAACTCCACAAG
	NheI
	wild type

	+2,282
	dCAPS+2282
	AGAAGGGGTGAGGCTTTGAACCCCG
	CCCTGCAGCTGGATGAGT
	PvuI
	wild type

	+2,806
	dCAPS+2806
	TACATAACAATCAGATATGACACCT
	TTCGTAATTTATACCTTCCAGGAGA
	MnlI
	wild type






