Posters A-Z

Ahlmann-Eltze, Constantin
Differential embedding analysis of multi-condition single-cell data

Al-Thani, Nayra
Identifying novel interactions of the colon-cancer related APC protein
with Wnt-pathway nuclear transcription factors

Barzaghi, Guido

Genome-wide dissection of the mechanisms of transcription factor
cooperative binding

Bollachettira, Chondamma Vijaya
Identification and functional characterization of transcription factors
sensitive to DNA methylation

Buer, Benjamin
Systems biology as opportunity for sustainable crop protection

Bulteau, Romain Presenter: Francesconi, Mirko
Real age prediction from the transcriptome with RAPToR

Burtscher, Mira

Deciphering the molecular response of PARP inhibition in cancer
models using Thermal Proteome Profiling and causal multi-omics
networks

Busch, Wibke

Combined effects of chemical mixtures are predictable for the whole
transcriptome - a proof of concept study with zebrafish embryos

Capraz, Klemens Tumay
High throughput complex phenotyping by combinatorial pooled
sequencing

Colantoni, Alessio

Multi-omics analysis reveals a crucial role for Retinoic Acid in
promoting epigenetic and transcriptional competence of an in vitro
model of human Pharyngeal Endoderm
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Cucun, Gokhan

Functional characterization of cis-regulatory modules of nkx1.2lb
gene in developing zebrafish ventral spinal cord neurons

Deis, Rachael

Unraveling the molecular mechanisms underlying intracellular crystal
formation

Di Fraia, Domenico

Multi-modal analysis of the aging vertebrate brain connects ribosome
impairment to remodeling of the mitochondrial proteome

Di Muzio, Giulia Presenter: Wei, Pei-Chi

Characterizing the somatic genome mosaicism signature of the
developing brain

Djokic, Milena
Investigation of molecular mechanisms underlying brain-specificity
in neurodevelopmental disorders

Ebersberger, Stefanie
FUBP1 is a core component of splice site recognition that facilitates
splicing of long introns

Eder, Matthias Presenter: Stroustrup, Nicholas
Systematic mapping of organism-scale gene-regulatory networks in
aging using population asynchrony

El Kholtei, Jakob
Spatial regulation of morphogen-induced transcription

Fiorentino, Jonathan
Prediction of protein-RNA interactions at cell-type resolution using
single-cell transcriptomics data: INTERACTomics

Frank, Max

GPmeth: Modeling non-linear epigenetic changes in single-cell
multi-omics developmental atlases
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Posters A-Z

Frohlich, Fabian
A mechanistic model of EGFR and ERK signaling reveals how
allostery and rewiring contribute to drug resistance

Frémel, Robert
Decoding cell-state specific transcriptional regulation in
hematopoietic differentiation by synthetic genomics

Garcia Lopez, Lucia
Host metabolic reprogramming by Pten loss-driven cancer induces
systemic inflammation and immune tolerance

Goncalves, Emanuel
Pan-cancer proteomic map of human cell lines reveals principles of
cancer vulnerabilities

Gopisetty, Apurva

ITCC-P4: Genomic profiling and analyses of pediatric patient tumor
and patient-derived xenograft (PDX) models for high throughput in
vivo testing

Graziano, Giulia
Dissecting enhancer-genes regulatory network in single cells to
characterize immune cells response to solid tumors

Holtkamp, Eva
DeepRVAT- Joint modeling of rare variant genetic effects using deep
learning and data-driven burden scores

Horlova, Anastasiia
Spatially resolved single cell resolution analysis of interactions
between B cell tumors and their microenvironment in lymph nodes

Jubran, Juman
Characterizing genomic properties that shape cancer aneuploidy
landscapes by applying machine learning methods

Karollus, Alexander
Current sequence-based models capture gene expression
determinants in promoters but mostly ignore distal enhancers
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Kore, Hitesh

Genome-wide analysis to unravel the protein-coding potential of
‘non-coding’ regions in the human genome

Kristofori, Panajot
Mathematical modeling of splicing decisions in a minigene model

Kurilov, Roman

Tumor expression signatures for stratifying chemotherapy for
patients with pancreatic cancer to gemcitabine-based and
FOLFIRINOX regimens

Lazarescu, Or
Characterization of human visceral adipose tissue at the single cell
level using single nuclei RNA-sequencing

Ledezma-Tejeida, Daniela E.
Identification of Transcription factor-metabolite interactions by
integrating gene expression and metabolomics

Lim, Hyobin
Exploring drivers of chemotherapeutic resistance through a novel
overexpression screening platform

Mahdavian, Narges
Correlating cellular changes with neuromuscular function in
Hirschsprung disease

Marchionni, Matteo Presenter: Forcato, Mattia
Enhanced recognition of cell populations in scRNA-seq data through
Gene Signatures Weighted Ranks

Martinez-Ara, Miguel
Systematic analysis of intrinsic enhancer-promoter compatibility in
the mouse genome

Mégret, Lucile

Precision machine-learning identifies a new paradigm for therapeutic
discovery in Huntington’s disease: remodeling stress response to
re-instate neuronal health and resilience
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Posters A-Z

Mei, Taoyu
Gene regulatory networks capturing age-related changes in
gene-gene expression relationships

Mikl, Martin
Multimodal measurements of 3’'UTR-mediated control of neuronal
mRNAs reveal links between gene regulatory mechanisms

Mishra, Shubhi Presenter: Danchenko, Maksym
Chronic ionizing radiation affects proteomes and protein
carbonylation in aquatic plants

Mitschka, Sibylle
Discovery of gene-specific regulators of alternative polyadenylation
using genome-wide screens

Mousavian, Zaynab
A protein signature associated with active tuberculosis identified by
plasma profiling and network-based analysis

Miiller-Dott, Sophia

PHONEMeS 2.0: Systematic integration of phosphoproteomic data
with comprehensive molecular interaction prior knowledge to model
signalling networks

Nakajima, Rafael Takahiro Presenter: Martins, Cesar

Integrative and systemic analysis to study the functions of B
chromosomes

Norvaisis, Simonas
Synthetic DNA microparticles for completely in vitro evolution of
target proteins

Noviello, Gemma
CasTuner: a degron-based CRISPR toolkit for analog tuning of gene
expression

Orchard, William
Causal discovery using large-scale, single-cell, perturbation data to
overcome drug resistant cancers
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Panten, Jasper

Modeling allelic imbalance at single-cell resolution reveals insights
into gene regulation and X chromosome inactivation

Pilevneli, Hatice

Modulation of DNA Damage Response by PPM1D/Wipl phosphatase
in Non-Hodgkin Lymphoma

Pillai, Maalavika Presenter: Barbhaya, Dev

Mapping phenotypic heterogeneity in melanoma onto the
epithelial-hybrid-mesenchymal axis

Prummel, Karin

High-resolution single-cell multiomics investigation of rare cells in
the human bone marrow stem cell niche

Raimundo, Nuno
Using multi-dimensional omics analysis to understand human
mitochondrial and lysosomal storage diseases diseases

Ramirez, Ricardo
Cross-condition comparison of coordinated expression programs
across cell types in tissues from single cell transcriptomics data

Reichinnek, Susanne
Protein Interaction Discovery with Yeast 2-Hybrid - still a versatile
tool

Rihle, Julia
Genomic encoding of lineage-specific gene regulation in the
hematopoietic system at single-cell resolution

Russell, John
Spectroscopic measurement of cellular states during growth

Russo, Marco
Multi-omic characterization of G4-binder modulation of immune gene
and autophagy pathways in cancer cells
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Posters A-Z

Said, Yanica
In-silico analysis of campylobacter jejuni’s oxygen requirements
using metabolic modelling

Samborskaia, Margarita

Computational multi-omics to advance the understanding of
psychiatric co-morbidities and their gender-related differences

Schep, Ruben

Chromatin context dependent effects of epigenetic drugs on
CRISPR-Cas9 editing

Schwammle, Till
Epigenetic decision making at the Xist locus

Sharma, Rati

Effect of fluctuations on the immune response mechanism dealing
with viral infections like COVID-19

Simsek, Fevziye
Anticancer effects of curcumin on HNSCC in hypoxic conditions

Strohmaier, Laura
Gene-regulatory networks controlling cell fates downstream of
TGFB-signaling in MCF10A cells

Tanevski, Jovan
Optimization for discovery of differential spatial expression patterns
of molecular programs

Teyssonniere, Elie

Species-wide transcriptome and proteome survey reveals differential
regulation of the two gene expression layers in yeast

Tomaz da Silva, Pedro

Cellular energy metabolism regulates mRNA translation and
degradation in a codon-specific manner

van den Brand, Teun

Pioneer activity distinguishes activating from non-activating
pluripotency transcription factor binding sites
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van der Voort, Nicolaas
TRACE-FRET: a new tool for interactomics reveals spatial, temporal 118
and concentration dimensions of oligomerization in single cells

van Nierop y Sanchez, Patrick
Characterizing stem cell behavior in the Drosophila male stem cell 119
niche

Vaparanta, Katri
De Novo multi-omics pathway analysis (DMPA) designed for 120
inference of cell signaling pathways

Yao, Doug Presenter: Cleary, Brian
Highly efficient compressed genetic screens of transcriptional 121
circuits

Zemlianski, Viacheslav
Revealing a link between nitrogen sensing and mitotic fidelity in 122
fission yeast

Zsibrita, Nikolett
Extending the capacity of the I-Block assay 123
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