[bookmark: _Ref63332908]Supplementary Table 1 Length of non-nuclear DNA content present in the P. knowlesi PKNH [1] and PkA1H1 [2] reference in comparison to the three generated draft genomes.
	Isolate
	Apicoplast length (bp)
	Mitocondrial length (bp)

	PKNH (Ref)
	30638
	5957

	PKA1H1 (Ref)
	34438
	5957

	StAPkA1H1
	35485
	6075

	sks047
	Unresolved
	7132

	sks048
	34475
	6136
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Supplementary Table 2 Comparisons of variant call format (VCF) files of sks047 and sks048 against StAPkA1H1 draft genome 
	SV call Approach
	# Shared structural variants
	# Structural variants unique to sks047
	# Structural variants unique to sks048
	# Shared structural variants within annotated genes

	Assembly-based
	101
	755
	738
	68

	Reads-based
	2
	1412
	1544
	1



Legend to Supplementary Table 2: Comparisons were achieved after analysis using the intersect (isec) function of bedtools.  Assembly-based SV calling approach utilised Assemblytics [3] to call variants between the isolate draft genomes sks047, sks048 and the StAPkA1H1 draft genome. Reads-based SV calling approach used input reads of the isolate draft genomes against the StAPkA1H1draft genome to call variants with the Oxford Nanopore Structural Variation pipeline.
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