Posters A-Z

Abreu, Louise Presenter: Soares, Ana
Uncovering the role of the tRNA epitranscriptome in the regulation of
candida albicans pathogenicity

Amichan, Yarden
Understanding the role of the duplicated gene D2005.1

Bahrudeen, Mohamed Presenter: Anké, Minna-Liisa
Mapping RNA binding protein interactions sites as RNA modifications
using nanopore direct long-read sequencing to uncover
isoform-specific RNA-protein interactions in full-length mRNAs

Baro, Runumi
Exploring the role of m6A RNA methylation in dosage compensation
and regulation of gene expression in early embryonic lineages

Benakova, Stepanka Presenter: Benak, Daniel
ALKBHS5 downregulation links glucose-induced m°A remodeling to
impaired basal insulin secretion in pancreatic B-cells

Birbaumer, Tosca
The role of NUDIX enzymes in cellular metabolism and non-canonical
mRNA capping

Bojko, Jodie
PRMTS5 regulates neuroblastoma cell fitness through spliceosomal
and epitranscriptomic mechanisms.

Bouvet, Maxim
TGS1-mediated 5' cap trimethylation regulates translation of target
mRNAs in AML

Brandl, Leona
Investigating the transcriptomic effects of perturbing 52
RNA-modifying enzymes in melanoma at the single-cell level

Chiavetta, Roberta Flavia

Identifying RNA enzymes as therapeutic targets in triple negative
breast cancer
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Christopher, Sarah
In-vitro selection of ribozymes for fluorescent labeling of RNA that
contain epitranscriptomic modifications

Clough, Emily
Archiving and analysis tools for epitranscriptomics data at GEO

Di Michele, Flavio

The imprinted IncRNA Meg3 in DNA damage-induced stress
responses in neurons

Dragunaite, Rugile
Uncovering epitranscriptome-wide mRNA m6A methylation and
expression patterns in human glioma

Ehrenhofer-Murray, Ann E.
Mapping the tRNA epitranscriptome: queuosine, cooperative
modifications, and nanopore sequencing

Elzhar, Safa
Integrative analysis of multi-omics data in breast cancer

Fang, Linglan
Non-enzymatic RNA modification driven by small molecules

FiloSevic Vujnovic, Ana
Differential roles of m6A writers and readers in cocaine induced
behavioral responses in drosophila melanogaster

Fonzino, Adriano

Ab initio detection of multiple epitranscriptomic modifications in ONT
dRNA reads

Ganguly, Diep Presenter: Sunkar, Ramanjulu
The m6A epitranscriptome-dependent gene regulation during stress
responses in arabidopsis

Garcia Vilchez, Raquel
Epitranscriptomic control of retroelements: dissecting m6A-m5C
crosstalk
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Posters A-Z

Godia, Marta
RNA A-to-l editing sites in porcine brain in animals subjected to
stress

Guillen Angel, Maria
Pus7 mutation links tRNA dysregulation to aggression through stress
response and glycolytic reprogramming

Han, Dali
RNA regulation in anti-tumor immunotherapy: from multi-dimensional
omics to novel therapeutic strategies

Harada, Mayuko
The role of tRNA modifications during zebrafish development

Heidari, Shafagh

How does the RNA-modifying protein, CBLL1, contribute to tumor
cell survival and radio-resistance?

Hempel, Nina
Investigating the role of m6A in miRNA biogenesis and its
implications for aging

Hermon, Shanice Jessica
Mass spectrometry-based de novo sequencing of RNA modifications

Hollmer, lven

m3C tRNA methyltransferases employ tRNA binding proteins for
substrate selection

Ignoti, Domenico
Exploring the role of TGS1-mediated 5' cap hypermethylation in the
metabolic landscape of acute myeloid leukaemia

lyyappan, Rajan

Single-nucleotide resolution epitranscriptomic profiling uncovers
dynamic m6A regulation in bovine preimplantation development
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Jonsson, Johanna
Developing a method to capture and sequence non-polyadenylated
ncRNAs and determine their modification status

Kaur, Parminder

Dysregulation of m6A RNA reader YTHDF1 is linked with poor
prognosis in pediatric T-cell acute lymphoblastic leukemia

Kaur, Parminder Presenter: Singh, Minu
Dysregulated m6A-associated protein expression predicts poor
outcomes in pediatric acute myeloid leukemia

Keskinen, Rahaf
Pharmacological manipulations affecting synaptic m6A methylation
regulate synaptic plasticity in the rat hippocampus

Klein, Pierre

m6a methylation orchestrates IMP1 regulation of microtubules during

human neuronal differentiation

Kuussalo, Lauri
RNA methyltransferase METTL3 inhibition decreases global protein
synthesis in mouse cortical neurons in vitro

Lavergne, Guillaume
Unraveling the m6A landscape in drosophila melanogaster

Law, Justin
The role of MettI3-m6A in skeletal muscle cell development

Lee, Heng Yang
FTO promotes MYC and MYC target gene expression in ER-positive
breast cancer brain metastatic cells

Leodn-Halcon, Alberto

UPF1 function in the regulation of m6A modification associated to
DNA topoisomerase Il activity

Liu, Lizhi

A programmable sequence-specific RNase facilitates production of
RNA with site-specific modifications
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Mamgain, Khushi
Circadian regulation of the murine epitranscriptome

Martens, Aniek
Identification of novel m6A-binding proteins using quantitative

interaction proteomics

Martinez, Carlos

The m5C RNA methyltransferase Nsun6 regulates neurodevelopment

in mammalian and drosophila models

Mateus, Stéphanie
Investigating the epitranscriptomic landscape of gliomas: from
patient stratification to therapeutic target identification

Miano, Valentina Presenter: Barbieri, Isaia

TGS1 mediates mRNA 5’-cap trimethylation to promote oxidative
phosphorylation in acute myeloid leukaemia.

Mohylyak, Iryna
Exploring the role of m6A RNA imprinting during early development

Monteagudo Garcia, Oscar
Analyzing the role of mitochondrial trna methylation as a driver of
chemoresistance in prostate cancer

Murisier, Frédéric
High-resolution structure of the drosophila large 60s subunit
ribosome

Naarmann-de Vries, Isabel S.

Elucidating the interplay of m6A and pseudouridine by
single-molecule direct RNA-sequencing

Nunes, Alexandre
Reprogramming tRNA modifications restricts HCoV-229E infection
and influences host antiviral defence in a cell type specific manner
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Ostrowska, Kamila Presenter: Kulcenty, Katarzyna
METTL3 depletion reprograms transcriptome and tumor
microenvironment in head and neck squamous cell carcinoma

92

Pascual-Gonzalez, Izei Presenter: Castellanos-Rubio, Ainara

PUS10 risk variant links epitranscriptomic regulation of serine
metabolism to antigen presentation in intestinal autoinflammation

Patel, Bhargesh Indravadan
Characterizing the eukaryotic queuosine salvage pathway and
detecting tRNA modifications by nanopore sequencing

Pereira, Marisa

Modulation of the tRNA epitranscriptome regulates APP processing
and stress signaling in alzheimer’s disease models

Pradel, Lea
The impact of the m6A pathway in DNA double strand break repair

Ramsey, Erin
Disentangling crosstalk between the MYC network and m6A mRNA
modification in pancreatic ductal adenocarcinoma

Rathore, Om Singh
m6A RNA modification unveils a new dimension of nuclear RNA
decay.

Ray, Partho
Transcriptomic analysis reveals regulation of microRNA and RBP
binding to mRNAs by m6A modifications

Reichel, Marlene
ALBA proteins facilitate cytoplasmic YTHDF-mediated reading of
m6A in arabidopsis

Rengaraj, Praveenkumar
The role of alkbh5 molecular interactions in mRNA processing
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Rezaei, Shiva
Investigation of m6A mRNA methylation in pediatric type high-grade 102
glioma stem cells and normal fetal neural stem cells

Ruiz-Palacios, Daniel
Novel clinic-molecular insights from the interplay between RNA 103
splicing and m6A modification in neuroendocrine neoplasms

Saxena, Vijaylaxmi
Differentially expressed circular RNAs in human small cell lung 104
cancer: insights from RNA sequencing

Silva, Juan

Chronic stress and biological sex effects on N6-methyladenosine 105
(m6A) epitranscriptomics and transcript neuropile targeting to the

dorsal hippocampus of rats

Sinha, Ameya
A single-cell CRISPR screen to dissect the role of the 106
epitranscriptome in influenza biology

Su, Pei-Yi (Alma) Presenter: Tsai, Kevin
Native epitranscriptome sequencing reveals hepatitis b virus RNA 107
stability protected by heavy m6A modification

Sun, Yu
Synthetic genetic interactions between queuosine and other tRNA 108
modifications

Tarullo, Marco

Off-target inhibition of human dihydroorotate dehydrogenase 109
(hDHODH) highlights challenges in the development of fat mass and
obesity-associated protein (FTO) Inhibitors

TENG, YUAN-CHI
The role of m6A RNA modification in the development of retinal 110
ganglion cells

Tieng, Jessica
VIRMA amplification drives oncogenesis and chemoresistance in 111
high-grade serous ovarian cancer
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Tomita, Kozo

Structures and mechanisms of U6 snRNA m6A modification by
METTL16

Tosun, Elif
The role of epitranscriptomic interactions in translation regulation

Tusquets Uxo, Elsa
Mechanisms of m6Am regulation in the liver upon chronic ER stress

Vaid, Roshan Presenter: Mondal, Tanmoy

Decoding m6A epitranscriptome-mediated regulation in high-risk
neuroblastoma

Vaid, Roshan
m6A-modified TERRA RNA drives condensate formation and
telomere maintenance in alt+ neuroblastoma

Wang, Liuwei
"Off-label” prediction of modifications with pre-trained models in
nanopore sequencing

Wanowska, Elzbieta
Epitranscriptomic control of gene expression by cancer-associated
natural antisense transcripts

Wau, Jing Presenter: Liu, Tao
The RNA methyltransferase METTLS5 is a tumorigenic driver and
therapeutic target of neuroblastoma

Xie, Qi
Synonymous mutations promote tumorigenesis by disrupting
m6A-dependent mMRNA metabolism

Xu, Fu
Disrupting RNA modification machinery in head and neck cancer

Ye, Jiangbin

Mitochondrial redox regulates serine catabolism through FTO in
metastatic breast cancer
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Zdravkov, Mihail Presenter: Nicassio, Francesco
Nanocompore 2.0: improved RNA modification detection from 123
nanopore direct RNA sequencing compatible with RNA004

sequencing chemistry

Zemlyanskaya, Elena

tRNA modification t6A in plant development 124
Zhang, Meiling
Quantitative analysis of small RNA pseudouridylation reveals 125

interplay of PUS enzymes in tRNA anticodon stem-loop

Gaur, Aakash
Loss of m6A reader YTHDF3 induces cardiac atrophy via impaired 126

mRNA translation

Page 17





