Posters A-Z

Aggrey-Fynn, Joana
MAPK and NFKB signaling converges on the epigenome to
transcriptionally activate gene expression in pancreatic cancer

Alija, Besmira Presenter: Garding, Angela
Epigenomics at the speed of sound: High throughput epigenomic
mapping of low cell input samples using acoustic enhanced
immunoprecipitation

Almeida, Bernardo

Transcription factor motifs contribution is modulated by the enhancer
sequence context

Almeida, Madalena
R-loops as regulators of pre-mRNA processing and transcription
dynamics

Amaral de Oliveira, Karen
Modelling transcription factors search and Polymerase recruitment
dynamics within a complex chromatin structure

Angeloni, Allegra
Epigenetic signatures of invertebrate CpG island-like sequences

Arsenijevic, Ana

Investigating the role of Raf2 in heterochromatin formation in S.
pombe

Baloul, Sarah Presenters: Baloul, Sarah; Roussos, Harry

Probing signalling induced changes in transcription factor dynamics
with single particle tracking

Barbachowska, Magdalena

Chemical targeting of histone methylation during infection with
Legionella pneumophila

Barbieri, Elisa
OTX2 modulates chromatin accessibility at somatic enhancers
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EMBL Conference: Transcription and chromatin

Bardou, Marion

Exploring multi-scale chromatin organization heterogeneity at a
single cell level across different neuron types of Drosophila
Melanogaster's brain

Barisic, Darko

Loss of chromatin remodeling complex BAF leads to CTCF activation
and gain of binding in lymphoma

Barzaghi, Guido

Genome-wide dissection of the mechanisms of Transcription Factor
cooperative binding

Basurto-Cayuela, Laura
Inhibition of the SWI/SNF complex impairs the process of epithelial to
mesenchymal transition

Benedum, Johannes Presenter: Slade, Dea
Co-regulation of Pol Il transcription by PHF3 and DIDO3 paralogues

Bersaglieri, Cristiana
Genome-wide maps of nucleolus interactions reveal distinct layers of
repressive chromatin domains

Bojcsuk, Déra
Locus-specific genomic rearrangement of the transcriptional
repressor BACH1 upon heme treatment supports transcription

Bonsignore, Fulvio
Nanoscale and single-cell dissection of p53 signaling in wild-type p53
solid tumors

Braceros, Aki

Counterbalanced interactions between DNA regulatory elements
control long-distance epigenetic silencing by the Airn long
noncoding RNA

Bridoux, Laure
How do post-translational modifications regulate HOXAZ2 activity?
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Posters A-Z

Briffa, Amy

A quantitative model of MET1-catalyzed establishment and epigenetic

inheritance of DNA methylation

Brochier, Thomas
The RNA polymerase Il transcription initiation landscape of
Schmidtea mediterranea

Brunmeir, Reinhard
Functional characterization of patient-derived activating EZH2
mutations

Camellato, Brendan
Genomic analysis of a synthetic reversed sequence reveals default
chromatin state in yeast and mammalian cells

Carminati, Manuel
A direct interaction between CPF and Pol Il links RNA 3'-end
processing to transcription

Carvalho, Silvia
Srrm2 splicing factor plays a key role in stem cell identity

Cetnarowska, Anna
Highly interconnected enhancers (HICE) community drives lineage
commitment to adipocyte and control PPARG expression

Chabot, Noémie
Nanog clusters come together to promote transcription

Chhatbar, Kashyap
Evaluation of MeCP2-mediated transcriptional regulatory
mechanisms

Condemi, Livia
Role of PRC2.1 recruitment in exiting the pluripotency stage

Coulee, Manon
Characterization of H3K79me2 and its methyltransferase DOTILL in
transcriptional and chromatin dynamics during spermatogenesis
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EMBL Conference: Transcription and chromatin

Cwiek, Pawel

New insights into evolutionarily conserved interdependence between
chromatin remodeling, mRNA splicing and nuclear function of TOR
kinase

Daif3, Julia
The human RNA polymerase | structure reveals an HMG-like
transcription factor docking domain specific to metazoans

Daly, Allison

Mechanistically understanding selective regulation of inflammatory
genes by NF-kB

Davies, Philip
mRNA concentration homeostasis, cell growth and gene expression
noise

de Haro Arbona, Francisco Javier
Live imaging of transcription complexes reveals two-step model for
signal induced gene activation

Deevy, Orla

Weaver overgrowth syndrome versus growth restriction associated
EZH2 variants induce directly opposing chromatin and transcriptional
changes

deSouza, Beverly

Transcriptional elongation factors are potential players in the
integration of fatty acid oxidation, histone acetylation, and cell cycle
arrest

Detilleux, Dylane Presenter: Bardet, Anais
Pan-cancer predictions of transcription factors mediating aberrant
DNA methylation

Diaz i Pedrosa, Nuria
Charting the cardiac epitranscriptome landscape with Nanopore
sequencing

Dongre, Shivali

Specificity of transcription factor clustering is determined by DNA
binding
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Posters A-Z

Drews, Franziska Presenter: Simon, Martin
Transcription in a polyploid condensed genome: broad domains of
histone marks and a highly divergent Pol Il complex

Edwards, David
4su single cell rna-seq inference reveals transcription bursting
dynamics and associations with active histone modifications

Ekstrom, Thomas
Understanding the role of GATAG in regulating classical PDAC

Elgood Hunt, Eleanor
Studying alternative transcription initiation in neuronal differentiation
using nascent TSS-sequencing

Elsherbiny, Adel

3D chromatin reorganization and molecular players coupling
epigenetic signatures with transcriptional activity during
cardiogenesis

Epperlein, Janine
PRC1 diversity in the developing neocortex

Fasouli, Eirini Sofia Presenter: Katsantoni, Eleni
Role of STAT factors and their target gene networks in leukemic
transformation

Feng, Songjie
Elucidating the role of enhancers with low intrinsic strength in
endogenous gene regulation

Fischer, Martin
Principles of cooperativity between closely spaced promoters

Fitz, Johanna
The role of higher order chromatin architecture in the mechanism of
antibody somatic hypermutation.

Franck, Martin
Role of the novel mSWI/SNF subunit BCL7 in chromatin remodeling
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EMBL Conference: Transcription and chromatin

Gannon, Daire

A specific form of canonical PRC1 containing CBX4 and BMI1 drives
H3K27M-mutant diffuse midline glioma

Gao, Lin
SARS-CoV-2 Infection during pregnancy is associated with
retrotransposon dysregulation at the maternal-fetal interface

Garcia Mora, Araceli

Large scale analysis of human developmental enhancers reveals
functional interactions between transcription factors

Giacomini, Giorgia
Investigating the role of epigenetic dysregulation of CD4+ T cells in
autoimmune diseases by using genomic approaches

Gibson, Tyler
Defining properties regulating pioneer-factor binding and function

Gilbert, Guerric

TET enzymes regulate genome expression by a non-canonical mode
of action

Gillespie, Zoe
Reversal of genomic defects in premature aging cells via amino acid
restriction and Metformin treatment

Glancy, Eleanor
PRC2.1 and PRC2.2 contribute to Polycomb-mediated repression via
alternative mechanisms

Gnani, Daniela

Dissecting the interplay between chromatin organization and
heterogeneous transcriptional activation in oncogene-induced
senescence

Gomez Acufia, Luciana

Increased enhancer-promoter contacts in a chromatin decompaction
context
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Posters A-Z

Gbémez-Marin, Elena

The high mobility group protein HMG20A forms a complex with the
histone reader PHF14 and cooperate to regulate cancer signaling
pathways

Gorbovytska, Vladyslava Presenter: Kuhn, Claus
The role of enhancer RNAs in Pol Il pause release

Greulich, Franziska
Locus-specific gene control by the glucocorticoid receptor in
macrophages

Grover, Aayush
UniversalEPI: A deep learning-based method to predict
enhancer-promoter interactions on unseen and rare cell lines

Hankofer, Valentin

Diurnal regulation of folate homeostasis controls DNA methylation in
Arabidopsis

Hariprakash, Judith Mary

A comprehensive strategy for characterising non-coding regulatory
mutations in cancer patients

He, Li
PRDM16 regulates a temporal transcriptional program to promote
progression of cortical neural progenitors

Hill, Connor

Establishing the transcriptional function of the oncogenic
NAB2-STAT6 fusion protein

Hisler, Vincent Presenter: Vincent, Stéphane D.
RNA polymerase Il transcription with partially assembled TFIID
complexes

Hofbauer, Lorena
Identifying genomic silencer elements and their mechanisms of
transcriptional repression
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EMBL Conference: Transcription and chromatin

Hong, Jiayin
Size exclusion in condensed chromatin domains and its role in
transcriptional regulation

Hu, Sofia
Transcription factor antagonism regulates heterogeneity in
embryonic stem cell states

Isbel, Luke
Readout of histone methylation by Trim24 locally restricts chromatin
opening by p53

Jacobs, Jelle

Unraveling the specificities between transcriptional repressors and
activators

Jones, Taylor
Development of a single, comprehensive analysis that identifies cell
type specific transcription factors and profiles TF activity

Kazrani, Asgar Abbas
Functional and structural studies of mSWI/SNF complex

Kefalopoulou, Samy
Single-cell dynamics of lamina association and transcription during
mouse embryogenesis

Klaus, Loni
Identification of repressive protein domains and their interacting
co-repressors

Kogan, Anna
Determining the single-cell dynamics of IFN-gamma induced gene
expression and its role in long-term transcriptional memory

Kdostler, Stefan

Organisation of chromatin, transcription and splicing along Y-loops
in Drosophila

Kraemer, Anne Presenter: Pachkov, Mikhail

CREMA: Automated modelling of genome-wide chromatin state in
terms of local constellations of regulatory sites
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Posters A-Z

Kreibich, Elisa

Single molecule footprinting identifies the function of DNA 141
methylation at enhancers

Kubala, Szymon

A novel nuclear function of ERECTA family proteins in Arabidopsis 142
Kuijntjes, Gert-Jan

Linking transcriptional bursting to chromatin structure at single cell, 143
single nucleosome level

Kumar, Amit

LncRNA H19-HDACS6, an important axis for the regulation of IRS1 in 144
the skeletal muscle during metabolism and diabetes

Kundel, Franziska

Visualising nanoscale 3D genome architecture and transcriptional 145
state during cell fate specification in the early mouse embryo

Kunert, Franziska Presenters: Metzner, Felix; Kunert, Franziska
Structural mechanism of extranucleosomal DNA readout by the

INO80 complex 146
Lampersberger, Lisa

Loss of the E3 ubiquitin ligases UBR-5 and HECD-1 prevents 147
developmental defects from manifesting in animals lacking SWI/SNF
function

Lenz, Jonathan

Ambivalent hangovers: A transcription factor that interacts with 148
activating and repressive chromatin modifiers

Lerra, Luigi

Interdependent functional regulation of active chromatin domains 149
and nuclear speckles

Lier, Silje Presenter: Pandey, Deo
CDK12/CDK13 inhibition disrupts a transcriptional program critical 150

for glioblastoma survival
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EMBL Conference: Transcription and chromatin

Ling, Liucong
Changes in enhancer accessibility results in loss of trait in
Drosophila

Liss, Franziska
YAP mediated histone acetylation at MMB-bound cell cycle genes

Liu, Juntai

Systematic mapping of light-inducible LLPS phenotypes reveals
assembly dynamics as critical for transcriptional effects

Liu, Siyu

Globin switching in a novel alpha-globin deletion mutant mouse
model reveals different modalities of zeta-globin regulation in
primitive and definitive erythropoiesis

Lopez, Sergio
Ctcf and Cremt regulate murine Catsper2 promoter

Loubiere, Vincent
Distinct enhancer-enhancer cooperative behaviours underlie
developmental and housekeeping transcription in Drosophila

Love, Luca
PADI4 mediated histone citrullination and HIV-1 latency

Luyties, Olivia
Mechanistic studies of CDK7-dependent regulation of Pol Il
transcription

Lysakovskaia, Kseniia

Mechanisms of transcriptional regulation during human cell
transdifferentiation

Madigou, Thierry Presenter: Turpin, Marion

Nucleosome eviction at TET/TDG-targeted enhancers is independent
of oxi-mC removal

Madsen, Kaja

Chromatin remodeling and cellular interactions directing stromal cell
differentiation
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Posters A-Z

Magnitov, Mikhail
Linking genetic variation to gene expression in personal genomes
through haplotypes

Magnusdéttir, Erna
Transcriptional effects of Rhox proteins in mouse embryonic stem
cells

Maillard, Louise

Impact of promoter dynamics on transcriptional noise during
Drosophila development

Maltseva, Svetlana
The role of PR-DUB subunit Asx in H2Aub1 deubiquitination,
development and disease

Mameri, Amel
JAZF1 links the epigenetic function of the NuA4/TIP60
acetyltransferase complex to the mTOR metabolic signaling pathway

Managori, Husain
Identification of nucleosome and transcription factor binding patterns
in single DNA molecules across the genome

Manelli, Vera
Neurog?2 co-factors as potential drivers of enhancer-promoter looping
during mouse cortical development

Marisetty, Anantha Presenter: Majumder, Sadhan
Utilization of transcriptome signatures to uncover potential
therapeutic approaches for a subtype of glioblastoma stem cell
tumors

Markusch, Hanna

ELF1is a component of the Arabidopsis RNA polymerase I
elongation complex and associates with a subset of transcribed
genes

Martianov, Igor
Taf13 is essential for TFIID integrity
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EMBL Conference: Transcription and chromatin

Martinez Quiles, Maria Lorena Presenter: Jennings, Barbara

The Groucho co-repressor promotes RNA Polymerase Il pausing to
mediate repression in vivo

Menon, Govind

Polycomb silencing mediated by co-transcriptional regulation: a
mechanistic model

Messina, Olivier

Roles of chromatin insulators in the early acquisition of the
drosophila genome structure

Miangolarra, Ander
Gene silencing by heterochromatin formation and compaction

Migdal, Maciej
Inferring transcriptional regulators from gene expression and public
ChlIP-seq databases using linear models

Mishra, Saket Vatsa

DNA protein kinase catalytic subunit (DNA-PKcs) mediated
transcriptional regulation of TOP2B drives chemoresistance in
leukemia

Mucha, Marlena
PRC2 activity on chromatin is regulated by divergent AEBP2
isoforms with antagonistic functions

Nagy, Gergely
Dissecting the cistromes determining bone marrow-derived
macrophages

Najafova, Zeynab

Identification of a ANp63-dependent basal-like A subtype-specific
transcribed enhancer program (B-STEP) in aggressive pancreatic
ductal adenocarcinoma

Nakamoto, Maggie

Increasing throughput and decreasing cost for single-cell profiling
using combinatorial indexing
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Posters A-Z

Nicoletti, Chiara Presenter: Caputo, Luca

Novel insight on genome topology alteration mediated by tissue 182
specific transcription factor during somatic cell transdifferentiation

Offley, Sarah
Characterization of a novel Integrator complex subunit 183

Olthof, Anouk

Regulating gene expression through modulation of RNA polymerase 184
Il levels

Ordofiez, Raquel Presenter: Maurano, Matt
Enhancer cluster swapping reveals latent context sensitivity at the 185
Igf2/H19 locus

Ostrowski, Megan Presenters: Ostrowski, Megan; Ramani, Vijay
Mapping replication-coupled chromatin fiber assembly at 186
single-molecule resolution

Ozemek, Begum
Systematic analysis of eRNAs provide insights into epigenetic 187
regulation of metastatic uveal melanoma

Pang, Baoxu
Systematic identification of silencers in the human genome 188

Patankar, Aniket
Significance of testis/ sperm-specific histone 2B (TSH2B) in meiosis 189
and sperm function

Paul, Niels Benjamin
Identification of histone ChlP-seq depleted regions in promoters as 190
possible predictor for transcription

Peil, Kadri Presenter: Jurgens, Henel

Tafl4-mediated DNA binding is required for supporting TFIID in the 191
absence of histone H2A.Z

Pejkovska, Anastasija
Mechanisms of fusion-driven sarcomas involving variant PRC1 192
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EMBL Conference: Transcription and chromatin

Pereira, Allwyn Presenter: Diwakar, Jei
Critical determinants of transcription factor-mediated epigenome
remodelling in neuronal reprogramming

Petrini, Cristiano
A novel approach to characterize prostate cancer biopsies based on
histological, epigenomic and transcriptomic tissue features

Pieniawska, Monika

Histone deacetylase 10 is localized mainly in the cytoplasm and its
overexpression affects the apoptosis progression in cutaneous T-cell
lymphoma cells

Pigeot, Alexia Presenter: Esnault, Cyril

RNA Polymerase Il C Terminal Domain is dispensable for
transcription in living mammalian cells and required for termination
at both ends of the genes

Pigeot, Alexia
Mechano-dependent nuclear lamina changes modulate chromatin
organisation and gene expression

Pulido Cortés, Laura  Presenters: Pulido Cortés, Laura; Mendoza, Paulina

Deciphering the functional and structural role of TAF1 within basal
transcription factor TFIID

Pundhir, Sachin

The impact of SWI/SNF and NuRD deactivation on gene expression is
tightly coupled with RNA Polymerase Il occupancy levels at
promoters

Purkanti, Ramya
Logic of gene clustering in a transcription body

Recchia, Davide
Functional dissection of transcription coactivators CBP and P300

Renaux, Estelle
Contribution of the paralog factors Lhx4 and Isl2 to V2 interneuron vs
motor neuron segregation during spinal cord development
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Posters A-Z

Rengachari, Srinivasan
Structural basis of SNAPc-dependent snRNA transcription initiation
by RNA polymerase Il

Robson, Michael
Promoter repression and 3D-restructuring resolves gene regulation
conflicts in evolutionarily rearranged genomes

Rodriguez-Crespo, David Presenter: Wicky, Chantal
Regulation of the germline transcriptional program in Caenorhabditis
elegans

Rucli, Sofia
O-GIcNAcylation of nuclear proteins and its role in transcription

Rudolffi, Paulina
SARS-CoV-2 proteases PLpro and 3CLpro target multiple subunits of
the Mediator complex

Rueda Silva, Juan Carlos
The role of the maintenance of chromatin marks in the
transgenerational inheritance of RNAi-induced gene silencing

Russ, Jenny

The histone H3.3 chaperone Daxx balances adult hematopoiesis by
maintaining chromatin landscapes and regulating Pu.l binding

Sahrhage, Malte
Using random forests for modelling the static DNA sequence support
on nucleosome binding in the competition with transcription factors

Salari, Hossein
Transcription-dependent genome folding

Séanchez-Escabias, Elena
Co-transcriptional splicing efficiency is a gene-specific characteristic
that can be regulated by TGF@
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EMBL Conference: Transcription and chromatin

Santa Cruz Mateos, Carmen Presenters: Roussos, Harry;
Santa Cruz Mateos, Carmen

Probing the relationship between transcription factor behaviour and

transcription dynamics during developmental decisions.

Sarnowska, Elzbieta Presenter: Sarnowski, Tomasz

Does the SWI/SNF chromatin remodeling complex play similar roles
in various types of cancer and tumour infiltrating lymphocytes?

Schoeberl, Ursula

A de novo transcription-dependent TAD boundary regulates antibody
class switching

Schréder, Chiara

Tbx factors globally establish the accessible enhancer landscape of
mesoderm and endoderm genes by site-specific recruitment of the
SWI/SNF complex

Shen, Yuqi
Unravelling the role of chromatin remodelling factor ATRX in alpha
globin expression

Shkolikov, Aleksei
CHIMAERa: A tool for interpretable Hi-C maps prediction and
cross-species analysis

Sigismondo, Gianluca
Multi-layered chromatin proteomics identifies cell vulnerabilities in
DNA repair

Sloutskin, Anna Presenter: Juven-Gershon, Tamar
In vivo contribution of the DPE core promoter motif to transcriptional
regulation in developing Drosophila melanogaster embryos

Smolik, Ondrej
NEURODL1 is vital for the initial endocrine identity determination and
differentiation of the embryonic progenitors in the pancreas
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Soussi, Geoffrey
Tbx3 function in regulating gene expression during limb development

Souto, Yara
The transcription factor ZMYM2 is essential for transcriptional
regulation in pluripotency

Stanley, Kate

Cell free DNA profiling in pregnancy infers placental contributions in
health and disease

Sullivan, Adrienne
GATA3 mediates early epigenomic remodelling and lineage
specification in human gastrulation

Szalay, Michael-Florian
The role of genome organization on transcription in stress conditions

Szczurek, Aleksander
Polycomb repressive complexes exert transcription repression
through enabling long-lived promoter inactive states

Talha, Magat
G4access reveals g-quadruplexes association to open chromatin,
transcription and imprinting control regions

Tam, Sabrina Ka Man
SARS-CoV-2 infection during pregnancy leads to transcriptomic and
epigenomic changes at the maternal-fetal interface

Tamon, Liezel
Analysis of long-range contacts reveals cell-type invariant hubs and
outlines a core sequence determinant of genome 3D organisation

Tehrani, Sahar S. H.

STAT1 induces a transcriptionally state during IFNy priming but is
dispensable for long-term transcriptional memory
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EMBL Conference: Transcription and chromatin

Thomas, Henry Fabian Presenter: Buecker, Christa
Enhancer interdependencies in gene regulation

Thomas, Henry Fabian
How do promoter-proximal enhancers activate target gene
transcription?

Tjalsma, Sjoerd
Factors controlling long-range gene activation

Todorovski, Izabela
CDKZ7 regulates the cell cycle by driving the transcription of G1/S
genes

Uckelmann, Michael
RNA antagonises PRCL1 to enable a molecular switch between
compact and open chromatin states

Ugolini, Martino
Transcription bodies regulate gene expression in trans by
sequestering components of the transcription machinery

Uttley, Kirsty
Characterising the functional properties of overlapping PAX6 retinal
enhancers in vivo

Van Dender, Céline

Epigenetic and single cell tools to identify transcription factor
networks coordinating PPARa and GR failure in the liver during
sepsis

van Zundert, Brigitte AJ
Reduced levels of Suv39h HMTases in ALS astrocytes mediate loss
of H3K9me3 and contribute to motoneuron death

Vandenberghe, Amandine
Towards a definition of HOXAS functional interactions in post-mitotic
neurons

Page 30

232

233

234

235

236

237

238

239

240

241



Posters A-Z

Villafano, Geno

The splicing rate-debate: development of a hybrid chromatin
precipitation + run-on assay to measure co-transcriptional splicing of
nascent RNA and its regulation

Walther, Nike

An imaging-based toolbox for studying gene expression regulation
spatiotemporally at single-molecule resolution during stem cell
differentiation in intestinal organoids

Walther, Nike
Elucidating the localization and dynamics of the totipotency
transcription factor Dux during zygotic genome activation

Wilga, Magdalena
Subunits of SWI/SNF chromatin remodeling complex are differentially
affected in various lines of clear cell renal cell carcinoma

Wittmann, Sina

Sequence-dependent condensation of the pioneer transcription
factor Klf4

Wu, Andrew C.K. Presenter: Vivori, Claudia
RSC and GRFs confer promoter directionality by limiting divergent
noncoding transcription

Zaborowska, Magdalena
The role of SWI/SNF chromatin remodeling complex in organ-specific
alternative transcripts formation

Zeller, Peter

Profiling epigenetic gene regulation in single cells during gastruloid
development

Zhao, Ning
Investigate the role SUMO plays in heterochromatin formation in
fission yeast

Zoch, Ansgar

SPOCD1 is an essential executor of piRNA-mediated silencing of
transposable elements
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