Posters A-Z

Aluru, Amulya
Conservation of an anti-parasitoid gene regulatory network in
Drosophila

Ansari, Zoya
Many protein complexes transitioned from homo- to
hetero-oligomeric assemblies following eukaryogenesis

Baker, Emily Clare

Living with a killer: how coevolved Saccharomyces cerevisiae
become killer toxin resistant

Balachandran, Manasvi
Intrinsic bacterial resistance and its ecological implications

Barray, Anais
High-throughput tools to dissect evolutionary forces shaping gene
expression plasticity

Bassler, Stefan
Genomic landscape of cellular lifespan and healthspan

Bazin, Adelme Presenter: Duveau, Fabien
Analysis and simulation of RNA-seq experiments with complex
designs including thousands of conditions and interacting variables
using HTRfit

Behr, Aaron

Transposable elements are driving rapid adaptation of Enterococcus
faecium

Bochynski, Christine
Toxic exploitation of iron uptake in Pseudomonas

Castellano-Moen, Isabella
An alternative genetic mechanism to K1 toxin resistance in

Saccharomyces cerevisiae

Celdran Fernandez, Carlos
Iberian Blue Lupin adaptation to drought: metabolomic insights
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Chaudhary, Disha
The evolutionary basis of cooperation across species

Chen, Jason
Host-mediated regulation of microbial nitrogen assimilation in a
specialized insect-bacterial gut symbiosis

Chevyreva, Veronika
Magnitude of fitness impairment reduces heterogeneity of
compensatory evolution

Costanzo, Dominick

QTL Mapping Reveals the genetic architecture of yeast life history
traits

Craig, Caroline
The historical origins of human ACE2 binding in bat coronaviruses

Cuénod, Aline

Hidden genome dynamics: structural variation in chronic
Burkholderia cepacia complex infections

D'Angiolo, Melania Jennifer
Functional profiling of unknown yeast genes reveals novel
mitochondrial players

Demirbas, Burak
Environmental composition and initial metabolic states shape
antifungal resistance evolution in Candida albicans

Deulofeu Capo, Ona

The interaction between ecology and evolution in the emergence of
toxic Planktothrix blooms

Devillers, Hugo
Unraveling the genomic mechanisms shaping the evolutionary
trajectories of Maudiozyma humilis and Maudiozyma bulderi

Dobersek, Katja
Experimental evolution reveals adaptive responses to chemical and
thermal stress in Hanseniaspora opuntiae
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Dubyna, Brooke
Evolutionary rescue of human disease mutations

Fink, Theresa
High-resolution dose-response profiling reveals the distribution of
fitness effects of the first step towards antibiotic resistance

Frenoy, Antoine

Revisiting Luria & Delbriick with stochastic simulations: estimating
or accounting for cell demographics and the distribution of fitness
effects of mutations

Fuqua, Timothy
Sequence-to-function models reveal the dynamics of enhancer
lifecycles

Garcias Puigserver, Biel Presenter: von Mentzer, Astrid
Mobile elements, not clonal lineages, shape the ecological spread of
a bacterial adhesion trait

Geng, Yuncong
Environment-driven microcosms reveal robust functional
convergence

Genissel, Anne
TE-mediated rapid parallel adaptation in fungal populations

Goeminne, Iris
Distinct candidate buffer genes shape the fitness effects of different
mutation classes in Saccharomyces cerevisiae

Gornard, Samuel
Selection and species threat status: evidence from a comparative
genetic time series spanning the duration of human activity

Goyal, Varsha
The evolutionary consequences of ribosomal protein gene variation:
from plasticity to adaptation

Haberkorn, Chloé
Riding the heat wave: transcriptomic insights from yeast
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Hajkova, Barbora
A 5mC-dominated methylome reveals lineage-associated epigenomic 69
variation in cyanobacterium Microcoleus

Heineike, Benjamin
Can conserved protein-protein interactions characterize priority 70
unstudied proteins in fission yeast?

Hogan, Andrew
Systematically quantifying the spectrum of bacterial defenses 71
against protist predation

Hsiao, Chen
The repeatability of eco-evolutionary dynamics in an experimental 72
yeast-alga mutualism

Hykl, Ondrej
Network analysis of antarctic bacterial genomes reveals 73
evolutionarily conserved RiPP biosynthetic lineages

Jakubickova, Markéta

Uncovering novel RiPP biosynthetic potential in Antarctic bacteria 74
through multi-tool genome mining

Janacova, Klara Presenter: Kosek, Dalibor
Structural basis of asymmetric strand transfer in copy-out-paste-in 75
transposition

Jia, Tongqiu

Host-adapted Pseudomonas aeruginosa acquires new 76
alginate-related mutations rather than back-mutating after CFTR

modulator therapy

Kasmo, Hala

Identifying condition-specific buffer genes underlying mutational 77
robustness

Kloss, Lea

Fitness landscapes of a minimal cell 78
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Konovalovas, Aleksandras
Respiratory microbial communities and pathogen genomic variation
in pulmonary tuberculosis

Leu, Ariana
How transformation affects evolution in changing environments

Lu, Min
Thermal adaptation across inverse latitudinal clines in wild
Saccharomyces yeasts

Macaluso, Francesca
a-MG: a small sugar messing with the bacterial membrane

Marszalek, Marzena

Protein-truncating mutations trigger nonsense-mediated decay but
not transcriptional adaptation in Saccharomyces cerevisiae - insight
from RNA-seq

Martinez, Artemiza

Phasing natural polyploid yeast genomes to study genome stability
and evolutionary potential

Masliakova, Marina
Shiga toxin acquisition in the extraintestinal escherichia coli ST117
lineage through putative prophage transfer

McCann, Honour
Prophage driven diversification of contact-dependent antagonism in
bacterial pathogens

Meek, Sasha
Combining advanced imaging and fieldwork for elucidating
evolutionary mechanisms of yeast temperature adaptation

Mexia, Patricia
Fitness effects of natural Escherichia coli prophages in the gut
environment

Monge Lorenzo, June
The role of genetic and habitat factors in shaping
perturbation-response similarity across bacterial species
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Muenzner, Julia
Not all chromosomes are equal: chromosome-specific aneuploidy
stability in Candida albicans

Murphy, Helen
The link between amoeba predation and virulence in yeast

Narayanan, Sandhya

Investigating the dynamics of molecular evolution in microbial
communities

Noly, Ambre Presenter: Helmlinger, Dom
Evolutionary diversification of invertase paralogs couples carbon
metabolism and sexual reproduction in fission yeasts

Noly, Ambre
Natural variation reveals ecological and genetic determinants of
sexual differentiation in fission yeast

Oporto, Christian
Temperature drives adaptive microevolution in wild yeasts

Panneau, Guilhem
Deciphering the impact of eco-evolutionary mechanisms on the
aerobic granular sludge microbial community

Pefia, Tomas
The Accordion effect: Gene by environment control of telomere
length distributions revealed by long-read sequencing

Picard, Marie-Eve

Epistasis limits but does not prevent the transfer of
mutation-resistance mapping across 600 million years of fungal
evolution

Potera, Katarzyna
Experimental evaluation of equations predicting the fixation
probability of a beneficial allele

Prabhakara, Kaumudi
Negative interactions evolve despite incentives for synergy
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Ragaisis, Ignas
Effect of urban soil pollution on microbial communities in Lithuania

Rathmann, Isabel
Experimental evolution of a host-microbiome system under
environmental stress

Rigendinger, Eva
Antagonistic interactions among human gut colonising Escherichia
coli strains

Saayman, Xanita
Natural variation in evolvability within the Saccharomyces species
complex

Sanchis Pla, Laura
The cost of protection: Quantifying trade-offs of bacterial defenses
against protistan predation

Gastelum, Gabriela
A soil-derived bacterial and Dictyostelid culture collection to study
predator-prey dynamics in soil ecosystem

Seeger, Leon Presenter: Lee, Tak
Enzyme kinetics shapes the growth response of metabolic networks

Singh, Ojaswini Presenter: Pal, Sourajyoti

A nutritional endosymbiont with specialised ovarian transmission in
a primitive scale insect bridges free-living and highly reduced
genomes

Singh, Roshni

Drosophila pallidosa: a challenge for biological species concept
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Skakov, lvan
Not all those who wander are lost: diversity and evolution of the
fungal mitochondrial selfish elements

Sleurs, Juliette
Uncovering novel buffer genes in Escherichia coli based on
phenotypical analysis

Stuermer, Vanessa
Protist-trap reveals how pore sizes affect microbial predation in soil

Suttenfield, Laura
Emergence of within-patient antibiotic resistance is driven by strain
replacement

Temel, Damla
A genome-wide screen for molecular heterosis: how proteins gain
temperature tolerance in Saccharomyces hybrids

Thiele, Pia
Patterns of genomic instability and phenotypic variation in
intraspecific yeast hybrids

van den Hurk, Anne
Diversity-generating retroelements enable phages to expand their
host range in the human gut

Venkataraman, Pavithra
Dissecting regulatory-coding epistasis in the evolution of a mobile
antibiotic resistance gene

Vinchhi, Rhea
Differential evolvabilities of antibiotic resistance in bacteria emerge
from divergent genotype-phenotype maps

Vitkova, Helena

From squiggles to natural products: deep-learning-based exploration

of biosynthetic novelty in Antarctic bacteria

Wood, Morgan
Can fungal virulence evolve from microbial interactions?
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Wortel, Meike
Evolutionary dynamics on deformable fitness landscapes 122

Wu, Shengbo

Deciphering and optimizing quorum sensing-based microbial 123
consortia

Yeh, Yu-Chen

Disentangling the phylogeography of fermentative 124
Saccharomycetaceae yeasts in East Asia

Yu, Tsung-Ta

Beyond population averages: hidden plasmid heterogeneity in clonal 125
bacteria revealed at single-cell resolution

Yuen, Fang Wei

ICE-mediated adaptation in wild and cultivated plant pathogen 126
populations
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