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The price of High Throughput Sequencing (HTS) has dropped dramatically, while the speed of the instruments 
has also improved. As such, three major challenges remain to be resolved before this technology will be able to 
move from being nearly exclusively a research tool to routine diagnostic use: 
 
1. The absence of standard data analysis algorithms and reference databases; 
2. The large and complicated output of available HTS data analysis pipelines which usually require PhD 

level scientists to interpret the analysis results; 
3. Large amount of data and computational complexity of the available HTS analysis tools which require 

data to be stored away of the place of its origin, separating sequencing from the analysis and decision 
making process as well as raising security and privacy concerns. 

 
This talk will focus on the strengths and weaknesses of available approaches to resolve these challenges. 
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