Poster #
Poster #01

Poster #02

Poster #03

Poster #04

Poster #05

Poster #06
Poster #07

Poster #08

Poster #09
Poster #10
Poster #11

Poster #12

Poster #13

Poster #14
Poster #15
Poster #16
Poster #17

Poster #18

Poster #19

Poster #20
Poster #21
Poster #22

Poster #23

Poster #24

Poster #25
Poster #26

Poster #27

Poster #28

Poster #29

Poster #30

TITLE

A Narrative Review on BRCA Gene Mutations in the Bangladeshi Breast Cancer
Patients

A Needle in a Haystack: Improving Genetic Analysis of Challenging Medically
Relevant MUC1 Gene

Cellular functional tests of ARX variants provide further insights into a better
understanding of genotype-phenotype correlations in male and female patients
PFMG2025 - Integrating genomic medicine into the national healthcare system in
France

Reclassifying NOBOX variants in Primary Ovarian Insufficiency cases with a corrected
gene model and a quantitative framework

Strategies for identifying causal mosaic mutations in rare diseases

Targeted mRNA sequencing helps to classify variants affecting splicing in
Hypertrophic Cardiomyopathies

Title: GenEFCCSS: A resource for investigating genetic predispositions in in
childhood cancers

Understanding the link between autism and preterm births

Identification and characterization of novel non coding transcripts in sepsis patients

Deep Mendelian Randomization: explaining causality between traits at genome-
wide scale

Assessing the phenotypic variability of CADASIL cerebral angiopathy due to NOTCH3
p.R1231C mutation by comparing data from UK Biobank, an isolated population, and
a hospital cohort

Building Regionally Anchored French Population Genomic Panels for Better Insights
into the Genetic Architecture of Diseases

ChoruMM: a versatile multi-components mixed model for bacterial-GWAS

Cross-methods GWAS summary statistics deconvolution
Diversity of pharmacogenes in the different French regions

GOLDogs: Association and impact of genomic point mutations and structural
variations on canine longevity
Psoriasis: A Case Study on Using Biological Networks for Gene Discovery

Scaling up variant prioritisation in the dark genome to improve rare disease
molecular diagnosis
Transitioning to DNAnexus

Bioinformatic tools for the analysis of antibody repertoires

Identification of genetic susceptibility to develop invasive pneumococcal disease in
children by whole-exome sequencing.

Identification of genetic variants of interest in individuals with severe neurological
or hematological Events Supposedly Attributable to Vaccination or Immunization
(ESAVI) following administration of the ChAdOx1 nCoV-19 vaccine from Brazil
ANNEXA: A comprehensive pipeline for extending genome annotations using long-
read transcriptome sequencing

CITE-seq Workflow for Multimodal Single-Cell Analysis

Single Cell DNA methylomes from multiple tissues demonstrates tissue
heterogeneity and target enrichment as a driver of read utility

Impact of joint Dimension Reduction methods for survival prediction - extension of a
multi-omics benchmark study

Improved bioinformatics analysis of second and third generation sequencing
approaches for accurate length determination of short tandem repeats and
homopolymers

Integrative multiparametric analysis of circulating cell-free nucleic acids of plasma
during aging

Missense Variant Mapping onto Reference Proteome Structures

SPEAKERS

Hasan Mahin
Grentzinger Victor
Faraj Rasha
Nowak Frédérique
Caburet Sandrine

Lepont-Richez Jules
Rialland Laétitia

Fresneau Brice, De

Vathaire Florent
Korkmaz Selin

Mslmane Alaa

Favre-Moiron Mario

Pluntz Matthieu

Herzig Anthony

Frouin Arthur
Aissa Sohane

Gros La Faige Marc
Adiwal Dimple
Aguirre Samboni
Giann Karlo

Marenne Gaélle

Benoit Gloria
Millot Gael

Gélin Morgane

Soares Faccion
Roberta

Hoffmann Nicolai

Brocic Jovana

Laborde Samuel
Le Goff Vincent

Shen Yimin

Tessier Nicolas

Chataigner Lucas



