Table S1:  Shotgun Sequencing quality control and mapping metrics of sample SAM_A8  
	Sample
	Read Pair
	No. of Reads (M)
	Mean Read Length (bp)
	Median Read Length (bp)
	% Duplicates
	% GC
	Total Reads (M)
	Reads Mapped (M)
	% Mapped
	Error Rate (%)

	SAM_A8
	R1
	27.2
	135
	147
	35.9
	53.0
	54.5
	0.6
	1.1
	1.74

	SAM_A8
	R2
	27.2
	140
	152
	20.7
	53.0
	54.5
	0.6
	1.1
	1.74



