
 Posters A-Z 

Aarts, Ellen 
A VAE- and AlphaFold3-based approach to construct tissue-specific 
structural interactomes in defined cellular compartments 

 40 

Aksu, Ekin Deniz 
Context-aware sequence-to-function model of human gene regulation  41 

Aleksandrov, Vladimir 
Multimodal AI on chlorophyll fluorescence: Integrating fluorescence 
parameters and induction curves to quantify water stress in wheats 

 42 

Arghittu, Serena Maria 
Simulation-based training strategies for particle picking in 
cryo-electron tomography 

 43 

Arif, Rozeena 
Implementation of language model approach for predicting 
protein-RNA interactions 

 44 

Arnese, Riccardo 
ESMRank: A ranking-based AI framework for interpretable prediction 
of protein variant effects 

 45 

Arrais, Joel 
Deep generative model for transcriptomic guided hit discovery in 
breast cancer 

 46 

Atlan, Tehila 
The killifish germline regulates longevity and somatic repair in a 
sex-specific manner 

 47 

Baceiredo-Macho, Pablo 
Simulation-informed learning uncovers the sequence-driven rewiring 
of dopamine D2 receptor signaling 

 48 

Baev, Vesselin Presenter: Mollova, Daniela 
An AI-powered knowledge base for scientific abstracts: A case study 
on metagenomic insights of the infant microbiome. 

 49 
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Baldomar, Angeline Acryl 
Deep learning of Raman microscopy maps identifies estrogen and 
progesterone receptor status in FFPE breast cancer 

 50 

Balogh, Gergo Mihály 
Re-basing immunological similarity on predicted pHLA complex 
structures 

 51 

Barducci, Guido 
CadmusDNA: a transformer-based framework for interpretable 
nucleosome position prediction 

 52 

Bidanta, Supriya 
Mapping ion-exchange processes across functional tissue units 
using spatial multi-omics and Human Reference Atlas visualization 

 53 

Binan, Omaima 
Integrative liver multi-omics identifies severity-linked signatures and 
age-dependent molecular deterioration in MASLD 

 54 

Blaauw, Cas 
Deciphering gene regulation with a whole-organism 
sequence-to-expression model across lifespan 

 55 

Blumenthal, Johanna 
MLDeconfoundR: An explainable AI framework for detecting and 
characterising confounding in biological datasets 

 56 

Bolat, Hamza Erdem 
Universal tool for calcium imaging analysis using an AI-Driven Burst 
Detection and classification for human stem cell derived models 

 57 

Borgato, Sofia 
Decoding Drug Tolerance Mechanisms in metastatic colorectal 
cancer (mCRC) through Single-Cell-RNA-seq based machine learning 
models 

 58 

Bottazzi, Daniele 
Knowledge-based machine learning with convex optimization layers  59 
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Boys, Charlotte 
From cell atlases to patient maps: interpretable machine learning 
defines a molecular spectrum of glomerular disease 

 60 

Bretonniere, Hubert 
BRAE: a batch removal auto-encoder for multi-platform gene 
expression alignment 

 61 

Bussolini Lizundia, Rocío 
Integrating structural biology and machine learning in divergent 
aquaporins classification 

 62 

Canavese, Clara 
Using DNA foundation models to understand cancer genomes by 
leveraging pretrained genomic embeddings 

 63 

Cardenas Casillas, Karen 
AI-driven structural modeling and high-throughput screening for 
subunit identification in transmembrane complexes 

 64 

Carli, Francesco Presenter: Rusina, Polina 
Systematic benchmarking of AI tools for biomedical discovery: Open 
Targets MCP case study 

 65 

Chen, Ying 
A deep learning framework revealing nerve alteration in obesity  66 

Chen, Zhu 
An empirical study of foundation-model architectures for 3d cell 
segmentation 

 67 

Clifton, Bryony 
Open or closed? Using AI-based structure prediction and molecular 
dynamics simulations to uncover the proteolytic potential of an 
orphan rhomboid 

 68 

Comolli, Luis R. 
AI-assisted cryo-EM/cryo-ET holographic mapping  69 

Desideri Perea, Aurora 
Expanding the small molecule repertoire towards precision drugs 
through AI generative models 

 70 
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Dollon, Evita 
Predicting microbial biosynthetic potential from PCR-amplified 
signature domains using machine learning 

 71 

Er, Deniz 
A multi-modal framework for deriving blood-based molecular 
subtypes of parkinson’s disease 

 72 

Fabris, Fiorella 
Integrating gene and isoform single-cell transcriptomic data via a 
latent variable model for subpopulation discovery 

 73 

Fallik, Ela 
Leveraging single-cell RNA foundation models for chromatin profiling 
and epigenomic insights 

 74 

Farndale, Lucas 
Self-supervised AI reveals a hidden landscape of prognostic spatial 
patterns in multiplex immunofluorescence images 

 75 

Farooqi, Yahya 
Benchmarking interpretability and performance of metabolic GNN's 
and black-box ML models on yeast phenotype prediction 

 76 

Feldl, Medina 
Statistical end-to-end analysis of large-scale microbial growth data 
with DGrowthR 

 77 

Finkelberg, Joseph 
Inferring cis-regulatory activity with transfer learning  78 

Fiusco, Maurizio 
Prometheus: leveraging dna language models to generate short, cell 
type-specific synthetic promoters 

 79 

Freitag, Marei 
From connectomics to cellomics - reconstructing a whole animal 
using deep learning methods 

 80 

Friederich, Nils 
Discovery of hidden dynamic processes through ai-based automated 
active learning: a use case in light microscopy 

 81 
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 Posters A-Z 

Frommer, Leon 
Cart-board multi-agent discussion board for car-t target discovery  82 

Galindez, Gihanna Gaye 
Deep learning-based deconvolution of RNA ensembles through 
masked language modeling of single-molecule structural probing 
data across multiple conditions 

 83 

Gankin, Dennis 
The interpretability of biologically informed neural networks on 
biobank-scale genomics data 

 84 

Garrido-Rodriguez, Martin 
DL4PX: Harnessing the predictive power of unused proteomic data  85 

Ghosh, Ratnabali 
Pixels to parasites: ai-powered malaria diagnosis in heterogeneous 
blood smears 

 86 

Glushkova, Desislava 
A geometric framework for quantitative membrane analysis from 
AI-based cryo-electron tomogram segmentations 

 87 

Gonzalez Tirado, Sebastian Presenter: Tanevski, Jovan 
Comparative framework for integrating digital pathology and spatial 
transcriptomics 

 88 

Green, Andrew 
Mechanistic interpretability of plant RNA foundation models with 
sparse autoencoders 

 89 

Gupta, Prashant 
Toward interpretable genomics language models: unlocking the 
potential of intermediate embeddings 

 90 

Ham, Seokjin 
Mutation-driven reorganization of proteomic networks revealed 
through large-scale covariation analysis 

 91 
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Hazan, Liam 
RepairFormer: generative modeling framework for accurate 
prediction of CRISPR repair outcomes 

 92 

He, Yuchao 
Genome scale metabolic modelling for parkinson's disease (PD) 
metabolic biomarkers predictions 

 93 

Heidari, Elyas Presenter: Heidari, Elyas; Riffle, Dylan 

Segger: lightning-fast cell segmentation and transcript 
decontamination of spatial transcriptomics using graph neural 
networks 

 94 

Hervé, Alexandre Presenter: Mordret, Ernest 
Uncovering novel immune proteins across the tree of life  95 

Hoch, Alexander 
Transposon-Display of AI-designed binders enables functional 
manipulation of human cells 

 96 

Hsieh, Cheng-Ching 
A centralized database system for multimodal data of olfactory 
interneuron research 

 97 

Huryn, Viktoriia 
Decoding cis-regulatory logic in early skeletal muscle development 
with interpretable deep learning 

 98 

Izchaki, Noam 
Supervised machine learning identifies and characterizes 
aging-related genes 

 99 

Jaaks-Kraatz, Sebastian 
Investigating the functional landscape of a human protein interaction 
domain family using ai 

 100 

Jacobi, Bar 
Functional annotation of viral proteins from sequence using protein 
language models 

 101 
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 Posters A-Z 

Jin, Xian 
Network-based disease mechanism detection and therapeutic target 
screening for diabetic retinal diseases 

 102 

Joodaki, Mehdi 
PILOT-M: A multimodal sample-level framework integrating histology 
and spatial transcriptomics for disease progression analysis 

 103 

Joshi, Sarthak 
Hori-en: A hybrid physics-statistical scoring engine for extracting 
higher-order features from protein interaction networks for ai 
applications 

 104 

Jug, Florian 
Multimodal AI across biological scales  105 

Jung, Christophe 
Decoding Promoter Activity from DNA Sequence using Pre-trained 
Language Models 

 106 

Jung, Christophe 
Decoding promoter activity from DNA with pre-trained language 
models 

 107 

Kapoor, Ananta 
Spontaneous remission model of glioma with autonomous and 
immune latent variables 

 108 

Karalis, Theodoros 
A machine learning framework to predict cancer metabolomics from 
gene expression data 

 109 

Karlström, Daniel 
Predicting full-length scRNA-seq coverage with deep learning  110 

Koumadorakis, Dimitrios 
Inferring trajectories of spatial neighborhood evolution  111 

Kuehl, Malte 
Biomedical model context protocol servers for agentic omics 
analysis 

 112 
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Lau, Katherine 
Ultrastructuromic: Creating cellular and tissue architectural maps 
through high-throughput nanoscale imaging to facilitate AI-driven 
knowledge mining 

 113 

Lautenschlager, Thomas 
Evaluation of self-supervised learning methods for classification of 
toxicity-induced zebrafish embryo phenotypes 

 114 

Lemanczyk, Marta 
Assessing explanation evaluation metrics for regulatory genomics  115 

Lequerica, Marcos 
Learning biophysical rules of protein design from sequence–based 
inference 

 116 

Lichtinger, Simon 
Descriptor-free path sampling for computational modelling of drug 
binding kinetics 

 117 

Livne, Or 
Building predictive models for cancer immunotherapy based on bulk 
RNA sequencing 

 118 

Lu, Chen-Tse 
An ex vivo system for long-term live imaging of Drosophila adult 
brains 

 119 

Lubonski, Aleksander 
Three-step image analysis method for recognizing morphological 
changes from microscopy images of plants treated with stress 
factors 

 120 

Luo, Anika 
Antibody epitope binding prediction using AlphaFold 3 for 
blood-stage malaria antigens. 

 121 

Magnusson, Gudmundur 
Multi-modal structural proteomics meets generative modeling: 
Leveraging LiP and PTMs to resolve condition-specific protein 
ensembles 

 122 
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 Posters A-Z 

Mahapatra, Shweta 
AI/ML-guided prediction of host-virus protein-protein interactions  123 

Masutani, Bansho 
Eye: A fast and biased cell sampling package for large single‑cell 
RNA‑seq datasets 

 124 

Mavrianos, Stylianos 
AI meets EcoEvo: a foundation for a new generation of studies in 
ecology and evolution 

 125 

Meltsov, Alvin 
Non-invasive transcriptomic cell profiling of the human endometrium 
with generative deep learning 

 126 

Menon, Revathy 
Dockscore 2.0: Interpretable quality assessment for protein-protein 
docking ensembles 

 127 

Merici, Giovanni 
Translating machine-learning predictions into biology: discovering 
virulence determinants in Salmonella 

 128 

Miglionico, Pasquale 
From structure prediction to signal transduction: Predicting and 
engineering GPCR-G protein coupling specificity with AlphaFold 3 

 129 

Mohammad, Nour 
Deciphering regulatory non-Coding DNA in glioblastoma: A machine 
learning-powered epigenetic signature analysis 

 130 

Molina Moreno, Miguel 
FluoSeg3D, vision-transformer driven 3D instance segmentation of 
heterogeneous biological entities in fluorescence microscopy 

 131 

Mollova, Daniela 
Reported biological relationships in human milk microbiome 
research 

 132 
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Mülbaier, Hannah 
Building an enriched enzyme database by merging metagenomic 
sequences with in-silico and experimental data 

 133 

Narendra, Tanmayee 
Inferring causal, time-varying gene regulatory networks from 
single-cell temporal transcriptomic data 

 134 

Nayshool, Omri 
Mutation pathogenicity prediction by a biology based explainable AI 
multi-modal algorithm 

 135 

Neha, Neha 
Development of a robust computational framework for modelling 
interactions and optimising biological networks 

 136 

Neha, Neha 
Dynamic preprocessing pipeline for oncology based reverse phase 
proteomics data 

 137 

Neha, Neha 
Synthetic horizons: Generating omics data for next-generation 
discovery 

 138 

Neha, Neha 
Trustworthy multimodal healthcare AI: Explainability across imaging, 
genomics, and clinical notes 

 139 

Nicora, Giovanna 
Confidence in AI responses to user’s queries  140 

Otonicar, Jan 
AI-based prediction of chromothripsis in cancer from standard 
diagnostic hematoxylin and eosin tissue staining 

 141 

Oztoprak, Fadime 
Integrating CRISPR dependencies and transcriptomic states using 
interpretable machine learning to reveal therapeutic vulnerabilities in 
gliomas 

 142 
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Petersen, Magnus 
Follow the MEP: Scalable neural representations for minimum-energy 
path discovery in molecular systems 

 143 

Pinhasi, Asaf 
From expression to mutation: predicting somatic alterations and 
tumor mutation burden from gene expression profiles 

 144 

Piochi, Luiz 
Learning the sequence embedding space for scalable host–pathogen 
protein interaction prediction 

 145 

Pugno, Daniele 
Gnocchi: graph neural network classification for heterogeneous 
phage-bacteria interactions 

 146 

Rahimpour, Masoomeh 
Pseudo-cell-level ploidy estimation from sarcoma histopathology 
using weakly supervised graph neural networks 

 147 

Ray, Anirban 
Computational dehazing and super-resolution in fluorescence 
microscopy via guided conditional flow matching 

 148 

Reshef, Ortal 
Sdsr: a scalable divide-and-conquer approach for species tree 
reconstruction from multiple genes 

 149 

Reuss, Lynn 
Uncovering hidden bias in biological data: toward fair and 
trustworthy machine learning 

 150 

Reyes, Sarai 
LOCO, LOw depth COpy algorithm to infer the ancestry of an 
admixed individual without reference panels 

 151 

Rissom, Pia Francesca 
Cross-family prediction of gain and loss of function variants in 
voltage-gated ion channels 

 152 
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Rohde, Thomas 
Bacon (balanced correlation network) improves prediction of gene 
buffering 

 153 

Romain, Karpinski Presenter: Qazi, Saaheelur Rahaman 

Inferring the location and orientation of cell divisions on time-lapse 
image sequences 

 154 

Rota Negroni, Marco 
Translating generative RNA models into biological function: a multi 
layer filtering framework for target specific aptamer discovery 

 155 

Rothmann, Larysha 
Deep learning reveals regulatory logic of water stress adaptation in 
grapevine 

 156 

Rynkiewicz, Aron 
Accelerating Petri Net biomedical model construction using Large 
Language Model-assisted knowledge extraction 

 157 

Salas, Dayana 
Deep learning of protein correlation profiling data together with 
ancillary information enables the identification of a novel cellular 
organelle 

 158 

Salati, Andrea 
Probabilistic inference of circadian phase and biophysical rates from 
scRNA-seq 

 159 

Saraswat, Manu Presenter: Luo, Jiawei 
Predicting personalized gene expression from genomes using 
biologically-guided deep learning 

 160 

Satija, Shiva 
MutAIverse: A Mechanism-backed and generative AI-driven DNA 
adductomics analysis platform 

 161 

Schäfer, Philipp Sven Lars 
Benchmarking gene embeddings for prediction of genetic 
perturbations 

 162 

Page 22 



 Posters A-Z 

Schrod, Stefan 
Inferring dynamic mechanisms of cellular differentiation from 
time-resolved CRISPR perturbations with STORMI 

 163 

Seiffarth, Johannes 
Tracking-one-in-million: an experiment-aware benchmark bridging 
data-centric benchmarking and experimental design for large-scale 
single-cell tracking 

 164 

Sethi, Palash Presenter: Zhou, Juannan 
Bacterial proteome foundation model enhances functional prediction 
from enzymes to ecological interactions 

 165 

Sick, Beate 
Interpretable neural causal modeling of cardiovascular risk 
pathways: TRAM-DAG analysis of UK biobank data 

 166 

Tamon, Liezel 
Characterising progression from preclinical autoimmunity to SLE: a 
single-cell multi-omic approach 

 167 

Tarashansky, Alexander Presenter: Lucas, Tawaun 
AI workspace: integrating automated workflows and AI models for 
single-cell RNA-seq analysis in a no-code environment 

 168 

Teichman, Guy 
A thermodynamics-guided transformer for CRISPR off-target 
prediction 

 169 

Tran, (Minh) Viet 
A sparse predictive deep-learning framework for multi-omics data  170 

Vahedi Torghabeh, Behrooz 
Genomic language models improve variant effect prediction on gene 
expression across plants and in a new Brachypodium mutant 
population 

 171 

van Dijk, Aalt 
CropXR: Combining biology, data, modeling and AI towards resilient 
crops 

 172 
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van Gerwen, Julian 
Machine learning approaches for charting the functional and 
structural landscape of protein ubiquitination 

 173 

Vattipally, Sreenu 
Comparative analysis and benchmarking of AI-based protein binder 
design platforms: RFdiffusion, BindCraft, and BoltzGen 

 174 

Verlaan, Timo 
Sample-level embedding and classification of Alzheimer’s disease 
from single-nucleus data 

 175 

Voigt, Julius Presenter: Abel, Julia 
Enforcing sparseness in biologically informed shallow networks for 
improved interpretability 

 176 

Weber, Glenn 
Multimodal modelling of cell viability towards personalized drug 
recommendation 

 177 

Wenteler, Aaron 
Varformer: A Multimodal transformer for the exome-wide 
prioritisation of population-informed drug targets 

 178 

Wolf, Gili 
Multimodal learning framework for profiling cellular states in 
neurodegeneration 

 179 

Wolfram-Schauerte, Maik 
Transcriptome deconvolution for investigating bacterial population 
heterogeneity 

 180 

Wong, Kin-Sing 
Applications of artificial intelligence technology in Racing Laboratory 
to safeguard the integrity of equine sports 

 181 

Wong, Siao-Han 
Advancing AI in digital pathology through spatial omics-guided 
molecular annotation 

 182 
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Zhang, Yaqing 
Learning transferable RNA interaction grammar from synthetic to 
natural RNA repertoires 

 183 

Zheng, Hongwei 
Multiscale multimodal representation learning reveals subcellular 
remodeling of protein nano-architecture 

 184 

Zhou, Juannan 
Interpretable Gaussian process methods for characterizing marginal 
epistatic effects of SNPs, genes, chromosomes, and pathways 

 185 
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