Supplementary Table 3. Summary of the GBS project report provided by LGC Genomics GmbH.
	GBS Project Report (LGC Genomics GmbH)


	Samples
	
Number of samples

	Species
	Reference sequence*

	
	
300

	Prunus armeniaca
	GCA_903112645.1.fasta

	GBS Protocol
	
Enzyme

	Insert size mean range

	
	
ApeKI

	≈205bp

	Sequencing
	
Sequencing mode

	Number of reads
	Number of reads per sample

	
	
2x150bp
(Illumina NextSeq 500/550 v2, Illumina NovaSeq 6000)

	450 million
	1.5 million

	GBS Analysis Results
	
Reference sequence

	Mapping rate

	
	
221.9 Mbp

	99.3%

	Group BxC
	Total number of SNPs across all samples
	
Total number of SNPs across all samples with min. read count of 8

	Total number of fully covered SNPs in 10% of samples, with allele frequency at or above 5% and min. read count of 8

	
	
97960

	85836
	45704

	Group GxC
	Total number of SNPs across all samples
	
Total number of SNPs across all samples with min. read count of 8

	Total number of fully covered SNPs in 10% of samples, with allele frequency at or above 5% and min. read count of 8

	
	
81914

	69045
	52166


*Reference genome sequence used for alignment and SNP discovery: GCA 903112645.1.fasta, Source: National Center for Biotechnology Information (NCBI) (https://www.ncbi.nlm.nih.gov/data-hub/genome/GCA 903112645.1/)
2

