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Abstract:  
The analysis of biological sequencing data has been one of the biggest applications of 
string algorithms. The approaches used in many such applications are based on the analysis of k- 
mers, which are short fixed-length strings present in a dataset. While these approaches are rather 
diverse, storing and querying k-mer sets has emerged as a shared underlying component and 
there have been many specialized data structures for their representation. In this talk, I will describe  
the applications of k-mer sets in bioinformatics and motivate the need for specialized data structures.  
I will give an overview of known approaches and lower bounds, with a focus on unitig-based 
representations. 
Finally, I will describe a data structure for representing sets of k-mer sets, called the HowDe Sequence  
Bloom Tree. 
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