
  

 
 
 

ABSTRACTS
 
Abstracts for both oral and poster presentations are listed alphabetically by the surname of the 
presenter. Where a presentation or poster has multiple authors the presenter is indicated in bold text. 

Oral Presentations 
Using genotyping by sequencing to resolve evolutionary relationships in a species complex of 
Australian arid zone grasses (Triodia) 
Benjamin Anderson1,2, Matthew Barrett1,2, Pauline Grierson2, Siegy Krauss1,2 & Kevin Thiele1,3 

Tuesday 1 December, 10:00–10:15 
1 School of Plant Biology, University of Western Australia, Crawley, WA 6009, Australia 
2 Kings Park and Botanic Garden, Fraser Avenue, Kings Park, WA 6005, Australia 
3 Western Australian Herbarium, Department of Parks and Wildlife, Locked Bag 104, Bentley Delivery Centre, WA 6983, Australia 

The application of next generation sequencing (NGS) technologies to systematics is still an emerging 
area of research, and systematists are increasingly faced with the challenge of interpreting the 
massive data sets associated with NGS. Genotyping by sequencing (GBS) is one of a number of 
NGS approaches based on the digestion of genomic DNA by restriction enzymes, and it can be 
applied to non-model systems. The Triodia basedowii species complex comprises two named taxa, 
five informally-named taxa and at least two additional taxa awaiting recognition. Morphological 
overlap between taxa and variability within taxa make identifications challenging, and previous 
sequencing of ITS was unable to clearly distinguish between some taxa. We applied GBS to 
samples from the T. basedowii complex using a commercial service through ANU. We used STACKS 
and PyRAD to demultiplex sequences and assemble them into loci for calling single nucleotide 
polymorphisms (SNPs). As part of this process, we optimised assembly parameters using replicate 
samples and genetic distances within populations. We analysed concatenated loci using RAxML, and 
used hierarchical clustering and PCA on distance matrices based on called SNPs. Our preliminary 
results reveal strong support for previously recognised taxa and distinction between taxa that were 
indistinguishable using ITS. 

Tales from the Type bay 
Robyn Barker 
Monday 30 November, 10:45–11:00 
State Herbarium of South Australia, Hackney Road, Adelaide, SA 5001, Australia 

Today for any new species we designate a holotype and list the isotypes and where they can be 
found and so there is usually no question about the identity and location of any type material. 
However, this is a relatively recent practise and for older names the location and identification of type 
specimens is a much more challenging process. 

Most herbaria will have already made at least one pass through their collections to set aside their 
types and, in the case of AD, assigned them to their red folders and placed them in the type bay. 
Once in the type bay they are readily identified and are then available to be worked on by visiting 
scientists or for loan. The advent of the Global Plants Initiative type digitisation project has led to 
these types being revisited and scrutinised before their images are captured and made available to 
the world through the web. What are we learning from this process? 
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