
FOR FURTHER INFORMATION

Species or Lineages within Species:
➢ Species are often regarded as fundamental units of 

conservation concern, and correct species delimitation is 
essential for an unbiased evaluation of biodiversity in a region 
or a country (Bickford et al., 2007). 

➢ Many lineages within species are deeply divergent and some 
can be regarded as incipient or undescribed species.

➢ The diversity represented by lineages within currently 
accepted as species.

➢ Our specific goal was to assess lineage diversity within B. 
duperreyi and make an informed decision on which lineages 
should be regarded as species and which should be regarded 
as representing substantial diversity within species.

➢ We sampled 286 individuals of B. duperreyi from 63 sample 
localities across the range of the species.

➢ SNP data generated- Diversity Array Technology (DArT-Seq)

➢ 232,230 polymorphic SNP loci analysed for this study
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Figure 1. Location of B. duperreyi populations SNP genotyped from across the range of the 
species and including the location of recognised biogeographic barriers. Colour scheme is 
consistent with other figures and OTUs as described in other figures in this poster. 

Does B. duperreyi comprise more than one 
species? 
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➢ We propose that there are two putative species within B. 
duperreyi. The first is distributed in the south-eastern 
highland and alpine region and the second is an aggregation 
of diagnosable lineages (ESUs) occupying the lower elevation 
regions and coastal regions (Figure 2) (See Dissanayake et al. 
2022).

www.canberra.edu.au

Figure 3. Phylogenetic analyses of Dartseq SNPs with SVDquartets (left) compared to a published 
phylogeny of two partial mitochondrial genes (ND2 and ND4) (not to scale) (See Dubey and Shine, 
2010). Bootstrap support values are reported for all nodes. 

Figure 2. Genetic similarity between individuals using principal coordinates analysis of 12.451 SNP (in 
group analysis only and recalcitrant individual or population does not present here). Five diagnosable 
OTUs are defined. Axes not to scale. 
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Putative species 2

Naracoorte Coastal Plain OTU 

South-East Coastal Plain OTU 

South-Eastern Highland and 
Australian Alps OTU

Kangaroo Island OTU

Mt Lofty Ranges-Fleurieu Peninsula 
OTU


