	Parameter
	Value used
	Description

	Reference assembly size (G)
	4,500,528,094 bp
	Entire reference assembly size used for an in silico digestion

	Selected fragment range
	201-500 bp
	Both lower and upper bounds included

	Total sequencing output (Qtotal)
	100 Gb
	1 Gb = 10^9 bp; total nucleotide yield combining PE R1 + R2

	Multiplexing level (n)
	96 samples
	Assuming that the total sequencing output is equally distributed among 96 samples

	Sequencing mode
	PE151
	Read length ‘r’ = 151 bp; 1 read pair = 302 bp

	Usable sequencing proportion (u)
	0.80 (80%)
	Proportion of data usable after demultiplexing and quality filtering
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