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Summary

Highly accomplished and adaptable Senior Bioinformatician with 20 years of expertise in
genomic data analysis and high-throughput sequencing interpretation. Proficient in R,
Nextflow, and advanced data analysis and visualization techniques. Passionate about
developing and mentoring the next generation of data-literate researchers, and committed to
leveraging computational insights to directly improve patient outcomes and experiences.

Technical Skills

e Programming Languages: R, Bash/shell scripting, Python (basic)

e Biological assay analysis: Microarrays, Bulk RNA-seq, whole-exome sequencing,
whole-genome sequencing, ChiP-seq, ATAC-seq, 10X Single-cell RNA-seq, Spatial
Transcriptomics (10X Visium and Xenium)

e Software packages (R): DESeqZ2, limma, edgeR, Seurat, maftools, GenomicRanges,
tidyverse, Shiny, plotly, tidymodels

e Bioinformatics tools: samtools, bedtools, GATK, picard, STAR, salmon, strelka,
mutect2, annovar

e Pipelines, containers and deployment: bcbio, nextflow/nf.core, docker,
singularity /apptainer, AWS

e Operating Systems: Mac 0SX, Windows, Unix (Ubuntu), HPC

Professional Experience

March 2025 - August 2025. Bioinformatics Manager. The Faculty of Health, The University of
Sheffield, Uk

e Transition from academic to professional services career track.

e Developing a strategy for sustainable Bioinformatics service

e [Ensuring that key processes are successfully delivered in accordance with
university-wide ways of working

Oct 2017 - March 2025 Bioinformatics Core Director, The Faculty of Health, University of
Sheffield, Uk

e [Establishing Bioinformatics Core facility to support staff, students, clinicians across the
whole campus

e Day-to-day support of projects involving various sequencing and high-throughput
technologies; bulk and single-cell RNA-Seq, Whole-exome/whole-genome sequencing,

e Liaising with researchers to obtaining grant funding

® Run the Core’s Bioinformatics training programme



e Line management and mentoring of junior staff
e Overseeing development and deployment of Bioinformatics workflows using nextflow

Aug 2015 - Sept 2017 Bioinformatics Training Coordinator, Cancer Research Uk Cambridge
Institute, University of Cambridge, Uk

e Developing and delivering Bioinformatics training courses for staff and students; e.g. R
programming, RNA-seq analysis, statistics

e Responsible for leading the teaching and facilitating Cancer Research Uk’s Summer
School in Bioinformatics

Aug 2008 - Aug 2015 Bioinformatics Analyst / Senior Bioinformatics Analyst, Cancer
Research Uk Cambridge Institute, University of Cambridge, Uk

e Bioinformatics support and consulting for Researchers

e Responsible for QC, processing and preliminary analysis of high-profile studies in breast

cancer (METABRIC) and prostate cancer (camcAPP)
e Prototyping and evaluating tools for the whole-genome analysis of Oesophageal cancer

Educational Qualifications
Jan 2009: PhD in Oncology, The University of Cambridge, Uk. Thesis title: Genome-wide
analyses using bead-based microarrays

Sept 2004: MSc in Data Analytics, Networks and Nonlinear Dynamics, The University of York,
York, Uk

July 2003: BSc in Mathematics and Computer Science, The University of York, York, Uk

Supervision and Teaching

Secondary Supervision of two current PhD students
Third Supervisor of two current PhD students
Fellow of Higher Education Authority (FHEA)

Lecturer for MSCs in Genomic Medicine, Molecular Medicine, Genomic Approaches to Drug
Discovery, Translational Oncology at University of Sheffield

Module lead for BMS3104 / BMS353 Bioinformatics for Biomedical Science at University of
Sheffield

Accredited instructor for thecarpentries.org



Grants

YORKSHIRE CANCER RESEARCH, PHOENIX; Precision Healthcare in Oncology; ENabling
Infrastructure and eXpertise, £1,582,625

BREAST CANCER NOW, Development of a blood-based biomarker panel for the prediction

of risk of secondary breast cancer, £383,525

YORKSHIRE CANCER RESEARCH, FORT4RESS: translating tumour treating fields
therapies for cancers of unmet need in South Yorkshire, £674,875

YORKSHIRE CANCER RESEARCH, EVIDENT: Ex VIvo DEtermined caNcer Therapy clinical
validation., £2,742,312

Engineering and Physical Sciences Research Council, Transfer learning of
pharmacogenomic information across disease types and preclinical models for drug
sensitivity prediction., £346,843

BRITISH HEART FOUNDATION, BHF: How Does Brain Microvascular Disease (MVD),
Especially Pathological Changes to Capillaries, Contribute to Dementiaa, £285,520

AMERICAN ASSOCIATION FOR CANCER RESEARCH, DNA damage response targeted
combinations to enhance TTFields and overcome spatiofunctional heterogeneity,
£190,840

LONZA BIOLOGICS PLC, Centre of Excellence in Cell Engineering at Sheffield, £1,420,130
SARCOMA UK, Identification of novel therapies for soft tissue sarcoma, £117,850

ENGINEERING AND PHYSICAL SCIENCE RESEARCH COUNCIL, Transfer learning of
pharmacogenomic information across disease types and preclinical models for drug
sensitivity prediction., £350,276

THE BRAIN TUMOUR CHARITY, Modelling glioblastoma cells left behind after surgery to
tackle treatment failure, £119,936
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