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An experienced Computational Biologist, I specialise in structural bioinformatics and protein
interaction analysis. I leverage extensive knowledge of human genomics and genetic variation data
to comprehend protein-protein and protein-ligand interactions, developing insightful models and
tools in Python and R. My research, deeply rooted in protein structures, contributes significantly to
the understanding of disease processes. I'm dedicated to improving human health through rigorous,
innovative research and collaboration.

Experience

As the Senior Bioinformatics Scientist and Manager of Dundee Resource for Sequence
Analysis and Structure Prediction (DRSASP), I maintain and develop a comprehensive
toolset for analysing protein sequences and structures. I am deeply involved in research,
studying the effects of genetic variation on protein structure and function. This includes
analysing large-scale data from hundreds of thousands of proteins. I have helped lead
collaborations with multidisciplinary teams to identify genetic risk variants in COVID-19.
Additionally, I'm focused on expanding DRSASP's capabilities to include genetic variation,
enhancing reliability, and ensuring the reproducibility of our analyses.

Senior Bioinformatics Scientist

2018 - Present
University of Dundee l Nethergate, Dundee

As a Postdoctoral Researcher in the Data Analysis Group (DAG) in Prof. Geoff Barton's lab
at the University of Dundee, I worked on a collaboration with Prof. Irwin McLean
investigating the genetics of rare skin diseases. In this role I implemented improved 
 variant calling pipelines for trio sequencing data, developed algorithms and workflows for
disease gene identification and built a graphical interface driven R/Shiny application to
help our experimental collaborators promise variants for diagnosis and assay follow-up.

Life Sciences Research Data Analyst

2014 - 2018
University of Dundee l Nethergate, Dundee

I completed a PhD in Computational Chemistry working in Prof. Mathias Senge's Science
Foundation Ireland Tetrapyrrole Laboratory. My project involved studying the
conformations of chlorophyll and haem molecules in photosynthetic proteins,
cytochromes and globins, I was the sole computational chemist in the SFI Tetrapyrrole
Lab, which was focussed on organic synthesis, and this experience taught me how to
work independently  and communicate effectively with wet-lab researchers outside my
specialism. During this time I developed strategies to analyse ligand conformations across
multiple crystal structures and gained experience in scripting, statistical methods, and
computational chemistry techniques. 
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