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	Summary
	Data

	Number of F2 plants for multiplexing
	96

	Total number of raw reads generated
	986,717,428 (100%)

	Total base number of raw reads
	148,994,331,628 (149.0 Gbp)

	Total number of demultiplexed reads
	638,694,784 (64.7%)

	Total number of trimmed reads
	584,863,916 (59.3%)

	Total number of mapped reads
	508,353,428 (51.5%)

	Total number of mapped regions
	11,678,098

	Average depth of mapped region
	13.94

	Total length of mapped regions
	30,703,724 (30.7 Mbp)

	Total length of reference pepper genome
	2,753,501,687 (2.8 Gbp)

	Coverage of reference pepper genome
	1.12%

	Total number of SNPs detected
	581,920

	Total number of SNPs filtered
	17,427



