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Data scientist and computational biologist who turns large, messy biological datasets into models and tools that ship. A PhD in plant genetics (gene-
regulatory-network inference and ML) led into production bioinformatics at a commercial epigenetic-sequencing company and, now, machine-
learning models that predict skin-ageing phenotypes from DNA methylation. Comfortable across the whole stack — Nextflow pipelines and Python
tooling, statistical modelling and ML, and putting results in front of people who won't open a notebook.

EXPERIENCE

Senior Data Scientist, Mitra Bio · London Jul 2025 – Present

Develop machine-learning models that predict skin-ageing phenotypes directly from DNA methylation — turning a non-invasive skin patch into a
quantitative readout for skincare and therapeutic R&D.

Lead analyst on clinical-research collaborations, including a split-face laser study with Candela that traced epigenetic "rejuvenation" of the skin
methylome, published in Scientific Reports (2026).

Bioinformatics / Data Scientist, biomodal Sep 2023 – Jul 2025

Built core parts of the customer-facing duet +modC / evoC Nextflow pipeline, taking customers from raw FASTQ to biological insight.

Led development of Python tooling (pysam) for simultaneous quantification of 5mC and 5hmC from BAM files — shipped as part of the production
pipeline.

Drove productisation, performance optimisation and large reductions in the storage footprint of the customer software; day-to-day Docker, Git and
GCP.

Data Engineer (Contract), Bauer Media · via Gravitas Consultancy Solutions Oct 2022 – Mar 2023

Designed and built the database solution and data structures behind Bauer Media's SMS "Competitions" channel, supporting rollout across its UK
and EU businesses.

Wrote complex PostgreSQL to process raw SMS data, compute key business metrics and improve data quality, lineage and BI-reporting capability.

Delivered across a phased engagement — design, build/configuration and transition to live service.

PhD Researcher, Plant Genetics, Denby Lab, University of York 2019 – 2023

Inferred a causal gene regulatory network from time-course RNA-seq to predict the master regulators of lettuce's defence against Botrytis cinerea,
using random-forest and ML methods.

Validated top "hub" genes in the lab by engineering overexpression lines that showed increased fungal-disease resistance — candidate targets for
breeding lower-spray, disease-resistant crops.

QTL mapping of quantitative resistance loci in a lettuce mapping population, published in Theoretical and Applied Genetics (2022).

Data Analyst (Subcontract), Metaverse Holdings Ltd · 2021 – 2022
Built and managed a database collating 100+ projects via the Jira REST API, and produced reporting on project metrics.

Graduate Teaching Assistant, University of York · 2020 – 2021
Taught statistical data analysis (R / tidyverse) to biology undergraduates in workshops.

SKILLS

LANGUAGES Python · R · SQL · Rust · Bash

ML / STATS scikit-learn · XGBoost ·
survival analysis

DATA / VIZ pandas · dplyr / tidyverse · ggplot2 · Shiny

BIOINFORMATICS Nextflow · pysam · Bioconductor · NGS & methylation

INFRA / CLOUD Docker · Git · GCP · AWS · PostgreSQL

EDUCATION

PhD, Plant Genetics — University of York
2019 – 2023 · Denby Lab, Centre for Novel Agricultural Products

BSc Genetics, First Class — University of Sussex
2016 – 2019 · Graduated top of year
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