
 

Mathematical and Statistical Aspects 
of Molecular Biology (MASAMB) 2026 

 
Monday 7 – Tuesday 8 September 2026, 

William Mong Hall, Sidney Sussex College, Cambridge CB2 3HU 

 

Programme 

Colour key:   Contributed talk   █ Lightning talk   █ Poster session   █ Welcome / Close   █ Break / Lunch / Reception 

Day 1 - Monday 7th September 

Time Title Speaker 

08:50 – 09:20 Registration and Refreshments 

09:20 – 09:30 Welcome Paul Kirk, 
MRC Biostatistics Unit 

 Session 1: Selection & Evolutionary Fitness 

09:30 – 09:50 The structural fitness landscape of extrachromosomal DNA in cancer Magnus Haughey, 
Queen Mary University 
of London 

09:50 – 10:10 Understanding the evolutionary success of emerging highly 
pathogenic avian influenza H5Nx 2.3.4.4b reassortants using 
phylogenetic fitness quantification tools 

Megan Saathoff, 
Roslin Institute, 
University of Edinburgh 

10:10 – 10:30 Deep Learning for Balancing, Linkage and Effects of Selection 
(DeepBLUES) 

Carolin Kosiol, 
University of St 
Andrews 

10:30 – 10:50 Refreshments in Old Kitchen 

 Session 2: Phylogenetics & Trait Evolution 

10:50 – 11:10 Challenges in genomic species delimitation: insights from European 
Luciola fireflies 

Wenjie Zhu, 
Ludwig Maximilian 
University of Munich 

11:10 – 11:30 Modeling Fine-Detail Mutation Rate Heterogeneity in Pandemic-Scale 
Phylogenetics 

Samuel Martin, 
EMBL-EBI 

11:30 – 11:50 A Polymorphism-Aware Framework for RNA-Seq Trait Evolution 
Analyses 

Manel Ait-El-Hadj, 
University of St 
Andrews 

11:50 – 12:00 Are spiralian relationships resolvable? Ana Serra Silva, 
University of Cambridge 

12:00 – 13:00 Lunch in Old Kitchen 

13:00 – 13:40 Poster Session 1 

 Session 3: Population Genetics & the Coalescent 

13:40 – 14:00 Reconciling evolutionary timescales to measure adaptive evolution Rui Borges, 



University of St 
Andrews 

14:00 – 14:20 Limits to the inference of population demography using site frequency 
spectra 

Claus Vogl, 
Vetmeduni Vienna 

14:20 – 14:30 Horse, not zebra: accounting for lineage abundance in maximum 
likelihood phylogenetics 

Nicola De Maio, 
EMBL-EBI 

14:30 – 14:40 Evaluating the multispecies coalescent for inferring gene flow 
between modern and archaic humans 

Zihui Yuan, 
University College 
London 

14:40 – 15:10 Refreshments in Old Kitchen 

 Session 4: Statistical Genomics and Phylogenomic Inference 

15:10 – 15:30 Scalable and robust single-cell eQTL mapping powers high-resolution 
eQTL discovery 

Jeffrey Pullin,  
MRC Biostatistics Unit 

15:30 – 15:40 Modeling varying demography along phylogenies from large-scale 
genomic data 

Yari Cerruti, 
University of St. 
Andrews 

15:40 – 15:50 Rethinking branch support in concatenation-based phylogenomics Menno de Jong, 
Senckenberg Institute 

15:50 – 16:10 Slido and closing remarks for the day  

Conference Dinner (for those registered) - 19:00 in College Hall at Sidney Sussex College 

Day 2 - Tuesday 8th September 

Time Title Speaker 

09:10 – 09:30 Arrival and Refreshments  

 Session 1: Phylogenetic Inference & Algorithms 

09:30 – 09:50 TreeSpotter: A software tool for assessing tree-basedness in 
phylogenetic networks 

Daniel R Wright, 
University of East 
Anglia 

09:50 – 10:10 Interdependence of phylogenetic branching process and molecular 
clocks with spikes 

Robert Haobo Yuan, 
ETH Zurich 

10:10 – 10:30 Assessing Simulator Bias in Phylogenetic Data with an AI-based 
Approach 

Carlota Medrano, 
Real Jardin Botanico de 
Madrid 

10:30 – 10:50 Refreshments in Old Kitchen 

 Session 2: Statistics and AI for Data-Driven Discovery 

10:50 – 11:10 Identifying microbial protease allergens through protein language 
model-guided homology 

Sergio Bacallado, 
University of Cambridge 

11:10 – 11:30 Hygeia: A new framework for data-driven discovery of DNA 
methylation patterns 

Marcel Hirt, 
MRC Biostatistics Unit 

11:30 – 11:50 ProteoBayes : A Bayesian framework for Differential Proteomics 
Analysis 

Marie Chion, 
MRC Biostatistics Unit 

11:50 – 12:00 Modified Tests for Contingency Tables with Applications in Population 
Genetics 

Andreas Futschik, 
Johannes Kepler Univ. 
Linz 

12:00 – 12:10 Quantitative models for the impact of radiotherapy on mutant clone 
dynamics in the colon 

Linus Chang, 
University of 
Birmingham 

12:10 – 13:10 Lunch in Old Kitchen 



13:10 – 13:50 Poster Session 2 

 Session 3: Statistics and AI for Omics Data  

13:50 – 14:10 scFLAME: joint dimensionality reduction, clustering and marker gene 
identification for single-cell RNA-seq data 

Jackie Rao, 
MRC Biostatistics Unit 

14:10 – 14:30 Multi-Subject Factor Regression Biclustering Margarita Grushanina, 
Imperial College 
London 

14:30 – 14:50 Refreshments in Old Kitchen 

 Session 4: Machine Learning for Molecular Biology 

14:50 – 15:00 MultiCOCor: identifying multiple clustering structures in high-
dimensional data 

Jack Hodgkinson, 
MRC Biostatistics Unit 

15:00 – 15:20 Bayesian Causal Discovery of Enhancer-Driven Gene Regulatory 
Networks Augmented by Prior Information 

Nobuaki Masaki, 
Imperial College 
London 

15:20 – 15:40 A Case for Structured Likelihoods in Single-Cell Foundation Models Tobias O'Keefe, 
University of Oxford 

15:40 – 16:00 Slido and closing remarks 
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