Posters A-Z

Abbas, Misbah
DEAD box helicase 5 (Ddx5) regulates the three-dimensional
organisation of chromatin upon exit from pluripotency

Acharya, Shev

Cleo: reconstructing enhancer-based gene regulatory networks from
multi-sample single-cell multi-omics data augmented by prior
knowledge

Aftab, Abdul Moiz

Chromatin context and repetitive regions shape base damage
accumulation in 5-FU treated tumor organoids

Agnadottir, Vedis

Lineage-specific retrotransposon co-option reveals a conserved
ASH2L isoform as an epigenetic primer of developmental gene
promoters

Aguirre Flores, Carlos
Chromatin-dependent mechanisms of motor neuron vulnerability in
YARS1-linked CMT

Akan, lzlem Su

Transcription factor-cofactor specificity drives distinct gene
activation from common regulatory environments

Aktay, Serhat
Promoter-proximal pausing defines distinct modes of
stress-response transcription across multicellular organisms

Altay, Batuhan
Targeted perturb-seq reveals the epigenetic mechanisms maintaining
H3K27Me3 memory

Anil, Arya Nair
Dissecting ZNF808 and MER11 transposable elements during human
pancreatic development using targeted chromatin stencilling

Appel, Lisa-Marie
PHF3 binds G-rich RNAs and regulates RNA stability through its
TFIIS-like domain (TLD) and plant homeodomain (PHD)
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EMBL Conference: Transcription and chromatin

Atab, J Kamal Presenter: Senapati, Parijat
KRAB-ZFPs function as novel tumor suppressors in breast cancer by
repressing retrotransposons

Baeg, Kyungmin
Tracking initiation of paraspeckle assembly in real-time

Bao, Yuzhi
A nuclear actin bundle network shapes selective gene—cluster
contacts during embryonic pluripotency

Bastiaanssen, Carolien
Decoding how human transcription factor grammar shapes
transcriptional bursts

Batty, Paul
Disruption of the SAGA CORE triggers collateral degradation of
KAT2A

Behrens, Lukas
Visualizing transcriptional condensates at the nanoscale

Cancelled

Beneder, Hannah
Domain scanning reveals essential protein-protein interfaces within the
SAGA complex

Benedum, Johannes Presenter: Simon, Carla
DIDO3 regulates transcription termination by restricting
downstream-of-gene (DoG) transcripts

Bernardini, Andrea

Human-specific innovations in the basal transcription machinery: a
novel TAF8 isoform increases TFIID assembly complexity in human
cells

Bernasconi, Marco Presenter: Manzo, Stefano Giustino

Transcription controls chromatin-nuclear lamina contacts through
distinct Lamin A and LBR tethering mechanisms
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Posters A-Z

Bevinakoppamath, Supriya
Vitamin C supplementation mitigates diabetes-associated skeletal
muscle atrophy

Bharti, Sargam

Chromatin-mediated regulation of seed dormancy and germination by

Telomere-repeat binding protein in Arabidopsis thaliana

Bhati, Umesh
HiC-Sutra: inferring 3D genome organization from condition-specific
transcriptomic signals

Bianchi, Sara
Mapping the trans-interactome to uncover principles of
three-dimensional genome organization

Bompadre, Olimpia
KRAS-driven signalling represses KRAB zinc finger proteins to
support oncogenic states in colorectal cancer

Borza, Razvan
Zincore, a novel coregulator, binds the DNA binding domain of zinc
finger transcription factors to control gene expression

Bouchouika, Soumya
The general transcription factor TFIIE is required for promoter
proximal pausing and termination control

Boutet, Thomas
Beyond DNA repair: rad50 and stage-specific cell identity in
Drosophila

Browne, Shikana
Mapping the cell type- and sex-specific gene regulatory landscape of
fatty liver disease

Buckley, Megan
Polycomb complexes licence bivalent gene activation during
embryonic stem cell differentiation
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EMBL Conference: Transcription and chromatin

Bula, Anna Lina
Structural studies of Asgard archaeal chromatin

Cafiso, Martina
Polyhomeotic function in canonical PRC1 assembly and genomic
targeting

Cao, Tran Bich Ngoc
Optogenetic dissection of GATA1 function in chromatin and
transcription during erythroid differentiation

Capriati, Martina
Single-molecule resolution of transcription factor - chromatin
interplay at CpG-island promoters

Carmignoto, Cecilia
Decoding the regulatory logic in early development

Carruthers, Nicola
Gene regulatory landscapes across craniofacial development: a
window into lower jaw shape variation and malformation in disease

Catalano, Christopher
An autonomous pioneer factor clock sets transcriptional potential
during zygotic genome activation

Cesare, Joseph

Structural elucidation of the human SIN3-HDAC complexoforms
through a data-driven AlphaFold3 screen and novel integrative
structural modeling approach

Chatziangelou, Myrto
Identifying factors that enable long-distance enhancer-promoter
regulation

Chen, Xiugqi

Toward single-molecule nanopore readout of combinatorial histone
modifications
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Posters A-Z

Chhillar, Himanshu
Chromatin-centred transcriptional reprogramming during plant
immune activation

Chong, Angie
A disease mutation in the epigenetic repressor SMCHD1 uncouples
repression from TET-mediated gene activation in the male germline

Ciapponi, Maria
Cryo-EM structure of human Polycomb Repressive Complex 1

Collier, Jack
Syntax-specific modulation of Pol Il CTD serine-2 phosphorylation

Costa-Garrido, Anna

Biologically constrained regression reveals gene-specific regulatory
logic from 3D chromatin interactions

Curti, Laura Presenter: Campaner, Stefano
CDK12 suppresses transcription to preserve genome stability in
MYC-driven tumors

Dahlet, Thomas
Neuron-specific rewiring of ATRX molecular interactions specifies its
response to DNA topological stress

Dalal, Vineet
Decoding gata transcription factor potency in driving exit from
pluripotency

Damodaran, Samyuktha
Genome-wide study of negative regulatory elements - mechanisms
and cofactors

Das, Soumyodeep Presenter: Das, Sadhan

Epigenetic role of InNcRNA1653 in regulating macrophage function
and wound healing in diabetes by modulating CD44-hyaluronic acid
signalling
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EMBL Conference: Transcription and chromatin

de Leeuw, Willem-Jan Presenter: van Leeuwen, Fred
Histone methyltransferase DOT1L restricts cell-intrinsic cytotoxic
potential of CD8 T cells

Dedeoglu, Beyza
An unexpected role for PRC1 during zygotic genome activation in
Drosophila

Dehingia, Bondita
Pantr1 IncRNA orchestrates nuclear organization through
CTCF-anchored chromatin topology and lamina integrity

del Giudice, Giusy

Methylation-associated regulatory motifs reconstruct
exposure-to-outcome trajectories bridging toxicology and
epidemiology

Descours, Benjamin
Vpr counteracts SMARCA5-mediated chromatin accessibility
restriction at the HIV-1 promoter, relieving a block to viral replication

Deshpande, Kshitij
Kinetic trap formed by BAF-DNA interactions stabilises DNA peeling
front

Desiront, Caroline
Functional study of retinoic acid-activated regulatory sequences and
their role in the expression of hox genes in zebrafish

Durieux-Trouilleton, Quentin
Thermococcus kodakarensis histones: a model to investigate histone
evolution

Eggers, Nikolas
Cell-free genomics reveals remodeler-assisted transcription factor
loading and interrogates determinants of chromatin accessibility

Ehara, Haruhiko
Structural basis of co-transcriptional histone H3K36 methylation by
Set2 in coordination with FACT
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Posters A-Z

Eisele, Maurane
RNA polymerase Il speed can regulate transcriptional interference

El Meouch, Dana
Nucleosomes impede condensin-mediated mitotic chromosome
assembly in vivo

Eleftheriou, Kristeli
MLL2-deposited H3K4me3 protects bivalent CpG island promoters
from DNMT3A1-mediated de novo methylation

Fan, Wenpeng Presenters: Fan, Wenpeng, Ben-Gal, Omri
Single-cell FAN-seq enables cost-effective, high-throughput profiling
of chromatin accessibility

Ferrandez-Peral, Luis
Regulation of transcription start sites in brain development

Finkelberg, Joseph
Global cis-regulatory landscape of double-stranded DNA viruses

Fischer, Marten
Decoding histone H2A ubiquitination effectors in transcription and
epigenome regulation

Flyamer, llya
Understanding the rules of CTCF-mediated genome folding using high
throughput micro-C

Ford, Seren
Promoter specificity and enhancer-promoter interactions at the alpha-
globin locus

Friman, Elias
Loop extrusion dynamics and cooperative activation independently
regulate enhancer-driven transcription

Frith, Thomas
Tissue specific chromatin architecture gates enhancer-promoter
specificity to control paralog gene expression
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EMBL Conference: Transcription and chromatin

Gajra, Chhaya
Computational analysis of H3K9me3 dynamics in platinum-resistant
ovarian cancer cells

Gardrat, Thomas

Participation of GGR proteins Rad16 and Rad4 and TCR specific
Rad34, in repair of UV-induced DNA lesions in non-nucleosomal
rRNA-genes

Georgiades, Emily
Transcription factor radiality as an emerging layer of nuclear
organisation

Gerosa, Irene

Resolving structure-function relationships of NF-kB/p65 hubs in
pro-inflammatory gene expression with an integrated spatial
multi-omics approach

Gilson, Elise
Mechanistic insight into how FUS::DDIT3 and NIPBL remodel 3D
chromatin architecture in myxoid liposarcoma

Glancy, Eleanor Presenter: Eckersley-Maslin, Melanie

Chromatin heterogeneity at bivalent promoters is associated with
clonal phenotypes in breast cancer

Grieco, Alessandra
The pro-oncogenic role of EGLN1 in KRAS-mutated lung cancer:
beyond the canonical HIF1a regulation

Guner, Duru
Regulation of transcription during maintenance of X chromosome
inactivation

Haberfeld, Emilia
An SMN2 splicing-correcting antisense oligonucleotide promotes
gene looping

Haddad, Mahdi

Chromatin reader domains redirect zinc finger proteins to new
genomic targets
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Posters A-Z

Haga, Junko

A wheat germ cell-free chromatin assembly platform for structural
and functional determination of plant nucleosomes and
sub-nucleosomal species

Handa, Tetsuya
Gain-of-function mutant p53 activates and rewires type | interferon
signalling in normal human fibroblasts

Hiltunen, Johannes
AP-1 modulates glucocorticoid receptor action in stem cell-like
prostate cancer

Huang, Tien-Chi
Germline genome architecture remodelling at the transition to
gametogenesis

Huseyin, Miles
Dissecting the factors driving the formation of Polycomb-mediated
3D chromatin interactions

Huttunen, Jasmin
Coregulator p300/CBP mediates pioneer transcription factor
cooperation in prostate cancer cells

llaslan, Erkut
LTR retrotransposons instruct H3K4me3 domains in mouse oocytes

llaslan, Erkut Presenter: Lerdrup, Mads
GTIC: Correcting dispersion-driven bias in genome-wide enrichment
assays

Ivancik, Martin

PNUTS-PP1-NUAK1 complex protects RNA splicing and processing
factors from NIPP1-mediated dephosphorylation to ensure proper
transcription elongation

Ivanova, Alina
Cleave-Degrade-Away reveals that NR5A2 is required for
transcriptional awakening of the embryonic genome
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EMBL Conference: Transcription and chromatin

Jansen, Ralf
TFIIA cleavage by Taspase 1 enables transcription in
heterochromatin

Jia, Wenxin
3D genome remodelling underlies PU.1-dependant granulocyte
maturation

Jiang, Qinghong
Cis-regulatory co-option of retrotransposons in interferon-y response
in oligodendrocytes

Joon, Meghna
Elucidating how radial chromatin architecture impacts transcriptional
capacity of the nucleus

Kan, Ying Hei
Characterizing the role of human endogenous retroviruses in
totipotent-pluripotent transition

Kazrani, Asgar Abbas
Structural studies of SWI/SNF complex

Kessler, Naama
High throughput analysis of TBP (TATA Box Binding Protein)
specificity for diverse DNA Structures using Spec-Sec

Kim, Sumin
Dynamics and function of Polycomb chromatin interactions

Kleinfercher, Sebastian
Tip60 complex-mediated transcription regulation of CGl promoters

Kocher, Acadia
Probing the chromatin dependencies of transcription factors in high
throughput

Kolberg, Peep
Predicting cell-type-specific chromatin accessibility effects of bulk
eQTL variants with deep learning
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Posters A-Z

Kondo, Shiona
In vivo genome-wide chromatin profiling reveals subcomplex-specific 155
regulatory signatures of SWI/SNF in Drosophila neural stem cells

Korneeva, Lisa
Heterochromatin-mediated control of olfactory receptor gene choice 156

Kujirai, Tomoya
Structural transition of the nucleosome during chromatin 157
transcription

Kunjumon, Mincy
Ets21c at the crossroads of transcriptional regulation during 158
developmental and emergency hematopoiesis in drosophila

Lambrechts, Lucien
The molecular mechanisms underlying the role of the acetyllysine 159
reader BRD4 in transcription

Lecouvreur, Nathan

Understanding the role of paraspeckles in RNA maturation through 160
RNA/DNA profiling of nuclear micro-environments with high

molecular crowding

Lee, Ceejay
A systematic map of DNA-binding specificity across 100 human 161
transcription factors

Lee, Shun-Hsiao

Biochemical reconstitution of the full PRC1.1 complex 162
Lee, Su Kyong Presenter: Rosonina, Emanuel
Assessing chromatin factor co-occupancy and transcription 163

dynamics with biotin pulse labeling (BPL)

Lembo, Giovanni
Chromatin-compartment based stratification of prostate cancer 164
patients
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EMBL Conference: Transcription and chromatin

Lenz, Jonathan
Gene regulation by CHD4/dMi-2 containing complexes is determined
by complex-specific transcription factors

Li, Fang-Er
Deformed Wing Virus induces transcriptional reprogramming of
developmental and metabolic pathways in honey bee larvae

Li, Hongpei
Polycomb-based epigenetic memory underlies the irreversibility of
p16-mediated cell cycle exit in human cells

Liefke, Robert
Gene regulatory mechanisms mediated by a novel class of
CpG-island binding proteins

Lier, Silje Presenter: Pandey, Deo Prakash
CDK12/CDK13 inhibition disrupts transcriptional elongation and
replication fork progression in glioblastoma

Liu, Haiyue
Gene-specific kinetic measurement of RNA polymerase Il elongation
and its interplay with histone modification

Lleres, David
Sequential DNA-FISH imaging dissects enhancer-promoter and
multiway chromatin interactions at the Kit locus

Lorbeer, Franziska
Deciphering the sequence encoding of transcriptional bursting using
BARe-seq

Lucini, Federica

Lamin B1-dependent disruption of epigenetic homeostasis in
patient-derived Autosomal Dominant Leukodystrophy (ADLD)
fibroblasts: a chromatin-centered approach to disease mechanisms

Lugoboni, Margot
A novel m6a-r-loop axis governs rnapii pause release
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Posters A-Z

Macakova, Monika
BAF perturbation heightens cancer cell dependence on CDK12-driven
transcription elongation by RNA polymerase Il

Magg, Andreas
A synthetic regulatory genomics framework to dissect gene
regulatory domains in vivo

Magnusdottir, Erna
Enhancer profiling in Bruton's tyrosine kinase inhibitor - resistant
cell lines from a rare non-Hodgkin lymphoma

Malek, Héléna

Chromatin and transcriptional temporal dynamics of HOX clusters is
paced by sequences of developmental signals controlling embryo
axial morphogenesis

Magsood, Khizra
Explainable Al identifies H3K18ac as a new marker of active
enhancers

Marchetti, Letizia
Uncovering shared mechanisms in blood cancers: from polymer
simulations to genomics experiments

Marshall, Owen
Epigenetic states spatially segregate in vivo transcription factor
networks in developing neural stem cells

Martinez, Léna Presenter: Egloff, Sylvain
Hyperactivation of CDK9 reshapes RNAPII transcription and
compromises termination

Martinez, Léna
Disruption of the 7SK RNP triggers CDK9 hyperactivation and
transcriptional reprogramming

Matthews, Evan
Identification of venetoclax resistance mechanisms in multiple
myeloma via epigenetic crispr screen
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EMBL Conference: Transcription and chromatin

Mauz, Victoria
Genomic G quadruplexes regulate mRNA splicing

Meeussen, Jos
A cooperative mechanism of eukaryotic transcription factor target
search

Mendis, Bhagya
Biochemical and structural insights into the MNT:SIN3 interaction

Michel, Laurianne
Influence of intrinsically disordered regions on hox protein function

Migliaccio, Giorgia
Transcriptional rewiring and epigenetic dynamics shape macrophage
reprogramming in chemical-induced fibrosis

Mihaljevic, Mihaela
Development of ADP-ribosylation-specific tools to study ARH3
deficiency in the Turquoise killifish

Mishra, Mitali
Division of labour: distinct roles for MRTF-A and MRTF-B in
SRF-dependent transcription

Mishra, Sachin
A high-throughput platform for the systematic discovery of domains
that recruit transcriptional cofactors to chromatin

Moene, Christine
High-throughput mapping of promoter responses to the local
regulatory landscape

Mojalalli, Fatemeh Presenter: van den Boom, Vincent
PRC1.1-mediated gene control in leukemic cells independent of
PRC2.2

Moniot-Perron, Laura
How transcription factor concentration shapes chromatin and
transcriptional output
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Posters A-Z

Montez, Miguel
Local 3D chromatin structure encoding environmental information

Morales Franco, Marlet
Dual profiling of DNA methylation and enhancer features during the
exit of naive pluripotency

Mounish, Bynedi Seshadhri Chinna

Extracellular Vesicles regulate epigenetic transmission of heritable
immune adaptation during Salmonella Typhi infection in
Caenorhabditis elegans

Musabirov, Anton
Epigenetic regulators of transcriptional noise in aging and cellular
resilience

Musella, Francesco Presenter: Alber, Frank

Decoding single-cell replication states from imaging data reveals
distinct nuclear-position dependencies of constitutive versus
developmentally regulated initiation zones

Nagel, Stefan
Fusion gene KMT2A::SEPTING6 in AML cell line KOPM-88

Naik, Sujay
Enhancer—promoter hubs form independently of enhancer activity in
a developmental locus

Najar, Arif
The Androgen receptor (AR) occupies Estrogen receptor (ERa) and
FOXA1 binding sites to limit rapid estrogen signaling reactivation

Narita, Takeo Presenter: Kilic, Sinan
Disentangling the architectural and non-architectural functions of
CTCF and cohesin in gene regulation

Neipel, Jonas
Statistical mechanics of collective DNA sequence targeting by
transcription factors
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EMBL Conference: Transcription and chromatin

Nejad Safari, Vala
Effector domains guide genome localisation within the kif
transcription factor family

Nelson, Robert
Elucidating the role of single-locus epigenetic states and chromatin
conformations in regulating transcription of extrachromosomal DNAs

Ng, Win Seng
Rapid Hi-C library preparation for high-resolution 3D genome
profiling

Nguyen, Xuan Thang Presenter: Eskeland, Ragnhild
Lamin guided nuclear position and chromatin organisation of
Liposarcoma neochromosomes

Nikitin, Pavel
5'-end diversity of CAGE sequencing data suggests unexplored
biochemical properties of capped RNA molecules

Noél, Mathilde
Decoding gene control specificity through inducible synthetic
transcription factors

Nogueira, Jodo
Decoding enhancer grammar in endocrine pancreas to predict the
impact of non-coding variation

O'Dea, Michael
Navigating competitive landscapes: ZBTB7A motif specialization
directs nucleosome positioning

Olan, loana
Distinct chromatin architectures associate with a spectrum of cell
cycle exit states

Oliveira, Marta
HIV-1 Vpr drives targeted chromatin remodelling and transcriptional
reprogramming in resting CD4 T cells
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Posters A-Z

Olivet, Julien
Decoding the 3D HDAC interactome for precision drug design: From 216
large transcriptional machineries to small druggable pockets

Ollé-Lépez, Joaquim
Probing fine scale chromatin architecture with titration Micro-C 217

Oravecz, Attila
RNA polymerase Il initiation factors show different dynamic 218
behaviour upon induced transcription in live cells

Ord, Mihkel
Targeting peptide-binding interfaces reveals cancer dependencies 219
and plasticity in HCF1 inhibition

Ozcan, Setenay Gupse
Loss of RFX7 impairs ATRA-induced differentiation in AML 220

Pal, Rajshree
Histone H3 and H4 motifs and chromatin modifying factors regulate 221
zinc homeostasis in Saccharomyces cerevisiae

Palamin, Michela
Genome-wide single-molecule chromatin profiling reveals 222
context-dependent regulation by histone modifications

Pang, Baoxu
Genome-wide Cas9-mediated screening of essential non-coding 223
regulatory elements via libraries of paired single-guide RNAs

Pang, Billie
Epigenetic rewiring of myeloma: from enhancer dysregulation to 224
venetoclax vulnerability

Patil, Gunwant
The dormant genome: nuclear macro-organisation connecting 225
locus-specific gene regulation to cell growth
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EMBL Conference: Transcription and chromatin

Penzo, Arianna

Investigating the mechanisms underlying the coordinated function of

pluripotency transcription factors during embryonic development

Pernon, Baptiste Presenter: Callanan, Mary

Altered activity of the m6A reader, YTHDC1, rewires germinal centre
B cell differentiation and ERV expression in aggressive B cell
lymphoma.

Petracovici, Ana
SIN3A constitutively dampens CpG island output by constraining
transcriptional burst size

Price, Daniel
Identifying critical lysines in mammalian histone H3 with
high-throughput CRISPR prime editing

Priyadarshini, Ankita
Novel anti-inflammatory IncRNA19146 facilitates accelerated wound
healing in diabetes by modulating macrophage function

Puidebat, Oriana

Disruption of the 7SK snRNP impairs transcriptional programs
underlying human neurogenesis and recapitulates features of
Alazami syndrome

Purkayastha, Devatrisha
RNA-modulated HP1 phase separation drives dynamic
heterochromatin and antigenic gene expression in malaria

Rajhansa, Shivani
Enhancer hijacking-driven AML: RTK/RAS/ERK signalling as a
therapeutic vulnerability

Raman, Sukanya
SOX2 maintains active enhancer states at neurotrophin loci to
coordinate epithelial-to-neuronal signaling in the developing cochlea
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Ramani, Malvika
A degron-based platform to probe kinetic control of splicing and
transcriptional fidelity of RNA polymerase Il

Ramirez Colmenero, America
Transcription-driven remodeling of DNA-bound condensates

Redruello Romero, Anais
Chromatin dynamics following perturbation of lamina-associated
domains in cancer cells

Reich, Lauren
A subset of Polycomb targets require PRC1 but not PRC2 for gene
repression

Ribeiro, Francisca
A retinal non-coding regulatory atlas for interpreting diabetic
retinopathy risk

Richard, Claire
Transition in the RNA polymerase Il machinery during zygotic
genome activation

Rivas Barbosa, Rodrigo
Investigating the role of hijacked enhancers in B cell cancers with
computer simulations

Rizzo, Andrea
Unraveling chromatin organization of the ChrXq27.3 miRNAs cluster
to improve ovarian cancer relapse prediction

Robens, Claudia
Detection of haplotype-specific contacts in phased chromatin contact
maps with Genome Architecture Mapping

Rodriguez, Daniel
Comprehensive atlas of protein interactomes for over 500 predicted
murine transcription factors

Roy, Srijani
Characterization of regulatory architecture of the Drosophila Osiris
gene complex
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EMBL Conference: Transcription and chromatin

Rustichelli, Samantha
Decrypting the molecular basis for the establishment of Polycomb
repressive domains

Sabath, Kevin
PPRC1 couples nascent TCT motif derived RNA recognition to
transcription activation

Sampson, Samuel
FOXA-TET cooperation in epigenetic remodeling during hepatocyte
development and reprogramming

Sarbagna, Shaswati
Transcription factors in the nucleus: organization and consequences
in embryos

Schickele, Naomi
Insulator-mediated regulation of enhancer-promoter interactions: the
case of the drosophila insulator protein beaf-32

Schito, Martina
Decoding the function of C190RF84 in piRNA directed DNA
methylation

Sediri, Nada Yasmine
Role of G-quadruplex (G4) structures in regulating cancer cell
plasticity and invasiveness during EMT

Senovilla Ganzo, Rodrigo
Two independent regulatory networks drive organogenesis

Shaabanpouraghamaleki, Fateme
Understanding the influence of cohesin loader complex on the
EWSR1::FLI1 chromatin remodeling in ewing sarcoma

Shah, Manan
Epigenetic partner proteins guide transcription factors to their

targets in vivo

Shewakramani, Neesha Rajesh
Dynamic engagement of dual-role regulators by the Sin3 complex
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Sidorov, Sviatoslav
Genome-wide annotation of genomic regulatory blocks, their target
genes and long-range promoter-enhancer associations in human

Singh, Rohit Kumar
Collective sequence recognition through protein-DNA
co-condensation controls genome architecture

Smialkovska, Valeriia Presenter: Feldmann, Angelika
Developmentally programmed loss of long-range Polycomb
interactions is regulated by cohesin

Sotiriou, Afroditi
BAF complex-independent gene activation by SS18::SSX

Souaifan, Hiba Presenter: Rachez, Christophe
Targeting of the nuclear RNA exosome to chromatin by HP1 affects
the transcriptional programs of liver cells

Sprinzak, David
Feedback between transcription factor binding and chromatin state
explains Notch-dependent transcriptional response in vivo

Stamidis, Nikolaos
HDAC3 prevents enhancer hyperactivation to enable developmental
transitions

Stanko, Clara Presenter: Schenk, Tino
A hidden CTCF binding landscape: UV laser crosslinking ChiP-seq
reveals occupancy at over 90% of active promoters

Stergioudis, Emmanouil
Reassessing enhancer-promoter specificity and promoter dominance
during embryogenesis using a synthetic genomics approach

Sun, Eugene Presenter: Cheung, Alan
Structural basis of SAGA and NuA4 recruitment by transcription
activation domains.
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EMBL Conference: Transcription and chromatin

Suraiya, Ansari
O-GlcNAcylation of RNA polymerase Il by OGT acts as a
transcriptional elongation switch in glioblastoma

Taghizada, Bakhtiyar

Ubiquitylated H2A.Z is associated with diverse types of silenced
chromatin including methylated CpG islands and
homopurine/homopyrimidine sequences

Tamburri, Simone
Decoding the modularity of polycomb complex architecture

Tang, Tsz Ching Chloe
Dissecting Ikaros condensate-formation and its role in transcriptional
repression

Tasselli, Luisa

Neomorphic STAT6 mutants rewire chromatin to drive
tumor-promoting transcriptional programs that create oncogenic
dependencies in classical Hodgkin lymphoma (cHL)

Testoni, Elena
Systematic analysis of enhancer-promoter communication

Thews, Leonhard
Pioneer transcription factor condensation on chromatin

Thomas, Henry Fabian
Homotypic motif clusters drive selective binding of the pioneer
transcription factor HOXC13 to inaccessible chromatin

Tiusanen, Ville
Classical enhancers couple cis-regulatory logic with transcriptional
condensates and 3D genome architecture

Toppen, Jack
Spatiotemporal mechanisms of enhancer-promoter looping revealed
by live-cell imaging

Torroba Vicario, Laura
The H3K36me3 binding protein NPAC mediates long-range
interactions between active genes
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Posters A-Z

Triantopoulou, Evangelia
Essential roles of the low complexity regions in canonical PRC1
subunits

Turner, Cleo

Engineering a CTCF-null a-globin locus to test the role of
CTCF-delimited cohesin-mediated loop extrusion in transcriptional
regulation

Turpin, Marion
Interaction selectivity for homologous E3 ligase cofactors can drive
transcription factor specificity across the genome

Tushir, Sheetal Presenter: Jhanwar, Pratima
Trans splicing-driven expression of Hsp90 in Giardia lamblia:
evidence from in vivo studies

Unfried, Juan Pablo
The long noncoding RNA FOSIL couples local chromatin architecture
with speckle-proximal positioning to tune inducible FOS expression

Verhage, Hidde
Systematic chromatin tethering demonstrates transcriptional
resilience to peripheral positioning

Viken Grini, Jonas
A single-cell, nanoscale view of cohesin-driven chromatin
organization and transcriptional heterogeneity

Villegas Kcam, Maria Claudia
Uncovering differences in chromatin accessibility between
evolutionarily distant yeast strains across conditions

Voigt, Philipp
TAZ2-mediated chromatin engagement controls CBP/p300 activity
and promotes H3K27 acetylation

Vojtek, Matus
Identification of promoter-specific transcriptional regulators through
degron-mediated rapid genetic screening
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EMBL Conference: Transcription and chromatin

Vu, Hong Nhung
The melanoma-predisposing E318K variant in MITF has multiple
effects on function

Vu, Hong Nhung
MITF regulates histone modifications and drives a cell cycle-linked
bidirectional regulatory loop with PRDM7 in melanoma

Walker, James
Replication-coupled dilution shapes epigenome remodeling during
differentiation

Walshe, James
Cryo-EM structures reveal the molecular mechanism of a
co-transcriptional histone modification

Wan, Mandy Presenter: Alfieri, Claudio
Mechanism of assembly, activation and lysine selection by the SIN3B
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