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	Name [ref]
	Direction
	Sequence

	
	
	Control region (left domain)

	L15999M[1]
	FWD
	5'-ACCATCAACACCCAAAGCTGA-3'

	H16498M[1]
	REV
	5'-CCTGAAGTAGCAACCAGTAG-3'

	
	
	ω-globin intron 2

	G314[2]
	FWD
	5'-GGAATCATGGCAAGAAGGTG-3'

	G424[2]
	REV
	5'-CCGGAGGTGTTYAGTGGTATTTTC-3'

	
	
	Cytochrome b

	MVZ-05[3]
	FWD
	5'-CGAAGCTTGATATGAAAAACCATCGTTG-3'

	MVZ-16[3]
	REV
	5'-AAATAGGAARTATCAYTCTGGTTTRAT-3'

	L15311[4]
	FWD
	5'-CTACCATGAGGACAAATATC-3'

	L15656[4]
	FWD
	5'-AACCTACTAGGAGACCCAGA-3'

	CytBf[5]
	FWD
	5'-TGAGGTGCAACAGTNATTAC-3'

	H15149[6]
	REV
	5'-AAACTGCAGCCCCTCAGAATGATATTTGTCCTCA-3'

	H15767[7]
	REV
	5'-ATGAAGGGATGTTCTACTGGTTG-3'

	H15915A[8]
	REV
	5'-AACCTTCGTTGTTGGCTTACAAGAC-3'



To obtain the complete cytb gene (1146 bp) three fragments were amplified using primer pairs; MVZ-05/H15149, L15131/H15767 and L15656/H15915, giving reads of about 450 bp, 620 bp and 400 bp respectively.
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Figure S1: Nuclear DNA networks for a) Sminthopsis ooldea, b) S. youngsoni, c) S. macroura, d) S. longicaudata, e) Planigale sp. 1 and f) Planigale sp. 2. Colours represent IBRA subregions (see Figure 3 in the main text). Circle size indicates the number of individuals sharing that haplotype, with larger circles indicating more common haplotypes, hatch-marks show missing haplotypes. 
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Figure S2: Concatenated mtDNA networks and map of samples for a) Sminthopsis ooldea (n=70), b) S. youngsoni (n=113), c) S. macroura (n=177) and d) Planigale sp. 1 (n=206), major haplo-groups are coloured for emphasis and numbered, circle size indicates the number of individuals sharing haplotypes, with larger circles indicating more common haplotypes, small black circles indicate nodes, hatch-marks show missing haplotypes. Maps show Pilbara bioregion and IBRA subregions and colours of samples in maps correspond to the networks.
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