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Abstract: Deep mutational scanning is a high-throughput sequencing-based method that 

allows for the experimental measurement of the effects of thousands of mutations in parallel. 

We have developed statistical methods for the analysis of this type of data, and released a 

statistical guide for the design of experiments and a data analysis software. We are looking 

for a student with a background or strong interest in programming (Python, R, or C++) or 

statistics (e.g., Bayesian statistics, regression methods, outlier detection) to implement new 

processing steps in the existing analysis pipeline, which enable the optimized analysis of even 

larger data sets from novel DNA-barcoded deep mutational scanning approaches. The 

expected outcome of the thesis is a new tool to add to the analysis software, which will be 

openly released and applied to an ongoing project in the lab. 
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