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Profile

Bioinformatician specialising in reproducible, scalable pipelines for evolutionary and developmental
genomics. I build Nextflow/nf-core workflows for high-throughput sequencing data — RNA-Seq, ge-
nomics and proteomics — and currently develop open-source pipelines for evolution and ecology at
UCL, where I built Eco-Flow, a community working to close “the omics gap in ecology”. Its growing
collection spans comparative and ecological genomics, from genome quality assessment and synteny
analysis to gene-family evolution and DNA metabarcoding. A fluent programmer (Unix, R, Python, Perl)
and an active science communicator and trainer, with high-impact publications stemming from a PhD
on alternative splicing at the Centre for Genomic Regulation (CRG, Barcelona).

Education

PhD in Biomedicine Sept 2015 - March 2019
Systems Biology, Centre for Genomic Regulation (CRG), Barcelona

Regulation and patterns of alternative splicing during pre-implantation mammalian development:
showed that genome activation involves one of the most complex transcriptomes of the mammalian
life cycle, identified the spliceosomal protein SNRPB as a key regulator, and examined the role of
DNA damage in the maternal-to-zygotic transition. Funded by a competitive international “la Caixa”
fellowship; contributed to several high-impact collaborations, including two Nature papers.

MSc in Biomedical Research 2014 - 2015
Universitat Pompeu Fabra (UPF), Barcelona

Advanced coursework spanning molecular and cellular pathology, cancer, immunology, genome biology
and evolution.

MRes in Biosystematics (Distinction) 2010 - 20M
Imperial College London & Natural History Museum

Research projects on the molecular systematics of basal Chrysomelid beetle families (Prof. Alfried Vogler)
and the morphological, molecular and ecological assessment of new Patagonian Porphyra red-algal
species (Prof. Juliet Brodie).

Professional Experience

Lead Bioinformatician — Eco-Flow Oct 2023 - March 2026
University College London

Lead developer and coordinator of Eco-Flow, building reproducible, nf-core-standard Nextflow pipelines
for agri-ecology on the BBSRC grant “Building a Bioinformatics Ecosystem for Agri-Ecologists” (BB/X018768/1;
PI S. Sumner). See Selected Projects below for the pipelines.

Bioinformatician — Wasp Genomes Project 2021 - 2023

University College London
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Comparative and evolutionary genomics of wasps for “The evolutionary genomics of a major transition
in evolution” (NSF DEB-1929239 / NSFDEB-NERC), in collaboration with Sandra Rehan and Seirian
Sumner.

Pipeline Developer June 2021 - Sept 2021
Segera Labs, Barcelona

Wrote Nextflow pipelines for several startups and contributed to the official Nextflow training material,
gaining in-depth knowledge of the language and best practice for pipeline development.

Postdoctoral Researcher — Evolutionary Genomics / Transcriptomics April 2019 - Feb 2021
Centre for Biodiversity & Environment Research, UCL, London

Research in the Eusocial Insect Research Group (Seirian Sumner), applying machine learning, transcrip-
tomics and proteomics (with Nextflow) to wasp caste identity and evolution.

Research Assistant — Evolutionary Transcriptomics 2013 - 2014

University of Bristol

Developed bioinformatic pipelines (Perl/Unix) to process caste-specific brain transcriptomic and pro-
teomic data in the eusocial wasp Polistes canadensis. NERC-funded; supervised by S. Sumner, G. Barker
and J. Gough.

Selected Projects & Community

Eco-Flow — open-source Nextflow pipelines for evolution & ecology UCL, 2023-26
eco-flow.github.io - github.com/eco-flow

Built Eco-Flow, a BBSRC-funded community developing reproducible, nf-core-standard pipelines that
close “the omics gap in ecology”. Build and maintain pipelines including:

@ genomeqc — assess and compare the quality of multiple genome assemblies and their annotations
® synteny — synteny analysis across genomes

@® cxcon — quantify gene-family expansion and contraction

® DNA metabarcoding (dietary_amplicons, pollen-metabarcoding, nanoporemetabarcoding) —

taxonomic profiling from amplicon and nanopore reads

Training & community: Organise nf-core hackathons and deliver multi-day Nextflow and bioinformatics
workshops; an active member of the nf-core community and UCL’s Advanced Research Computing (ARC)
Centre.

Technical Skills

Languages & tools: Unix/Bash, Perl, R, Python, Matlab
Workflows: Nextflow (nf-core), reproducible & FAIR pipelines
Data types: RNA-Seq, proteomics, genomic and phenotypic data
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