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EDUCATION
Imperial College London (Dept. of Mathematics) Oct 2025 - Sep 2029
PhD in Statistics London, UK
Supervised by Dr. O. Deniz Akyildiz
• Generative modelling, inverse problems, biomolecules.

Imperial College London (Dept. of Life Sciences) Oct 2023 - Sep 2024
MRes in Bioinformatics and Theoretical Systems Biology London, UK
• Distinction (First Class) Honours
• Thesis [�]: Diffusion Posterior Sampling via Sequential Monte Carlo for Zero-Shot Scaffolding of Protein Motifs
• Computing Project: Tackling the Inverse Problem of Turing Patterns with MoE VAEs and Modern Hopfield Networks

Imperial College London (Dept. of Computing) Oct 2020 - Jul 2023
BEng in Mathematics and Computer Science London, UK
• First Class and Final Year Dean’s List Honours (80% overall)
• Thesis [�]: Evolving Promoter Architectures for Encoding Extracellular Information within Budding Yeast

EXPERIENCES
Illumina Jul - Oct 2023
Bioinformatics Scientist Intern - Genome Informatics Team (R&D) Cambridge, UK
• Developed a de-novo pipeline for the automatic correction of haplotype switch errors in phased diploid as-

semblies by leveraging trio data. Found a high precision on switched genotype variants against benchmarks.

Imperial College London Oct 2022 - Mar 2023
Personal Math Tutor and Undergraduate Teaching Assistant London, UK
• Led weekly tutorial sessions covering discrete maths, logic, and algorithms for first-year computing students.

Reckon Digital Mar - Sep 2022
Junior Software Engineer London, UK
• Contributed to new and existing client applications centred around React and Django frameworks.

PREPRINTS/PUBLICATIONS

[1] J. M. Young and O. D. Akyildiz. On Diffusion Posterior Sampling via Sequential Monte Carlo for Zero-Shot
Scaffolding of Protein Motifs. arXiv preprint arXiv:2412.05788, 2024.

ENGINEERING PROJECTS

Small Generative Models on Protein Structure [�]
• Reproduced existing diffusion/flow models on a fixed dataset of small protein structures (≤128 residues).

Updated occasionally. Aim to understand the strengths and limitations of different representations.

XFold: Protein Folding Architectures from Scratch [�]
• Built AlphaFold2 and ESMFold network architectures in PyTorch (without training, purely for insight).

Past projects at university include a dynamic genealogy tree visualiser, a compiler to ARM assembly for a While language,
and enabling process scheduling and user programs on a barebones operating system.

TECHNICAL SKILLS
Languages Experiencedwith Python. Worked and generally familiar with C, TS/JS, Java, Kotlin,

Haskell, R, and logic programming.
Technologies Comfortable with Git, shell scripting, and interfacing with HPC/GPU clusters.

ML engineering through PyTorch, Lightning, and Hydra.

MISCELLANEOUS
Philippine National Records for Solving a Rubik’s Cube in Fewest Moves (24 single, 28.67 average)W
DoC Haskell L-Systems Graphics Contest 2020 (First Place)W
Bloomberg BPuzzled: Global Finals 2023 (First Place in Europe); at Imperial College 2022, 2023 (First Places)

https://www.matsagad.com/
https://scholar.google.com/citations?user=VQ2H_HYAAAAJ&hl=en
https://www.github.com/matsagad/
https://www.linkedin.com/in/james-matthew-young/
https://matsagad.com/files/papers/MRes_Project.pdf
https://matsagad.com/files/papers/BEng_Project_Final.pdf
https://github.com/matsagad/small-protein-gen
https://github.com/matsagad/xfold
https://www.worldcubeassociation.org/persons/2018YOUN09
https://twitter.com/DoCFirstYear/status/1340070743086948352?s=20

