5th – 8th January 2020

Welcome to PopGroup53
We would like to warmly welcome you to this year’s PopGroup – the 53rd. Since
1967, PopGroup has been a friendly, inclusive and stimulating environment to
discuss population genetics and evolutionary biology. We hope that this
edition – the third in Leicester (1989 & 2003 previously) – is likewise. To those
regular PopGroup attendees - welcome back. To those of you new to PopGroup
- we hope this is the first of many.
Leicester is a wonderfully diverse city, well-known for its Asian cuisine. Less
well-known are its interesting biological links. It is the birth place of Henry
Walter Bates – inspiration for our PopGroup53 logo – and Alfred Russel Wallace
was for a time a teacher at the Collegiate School. Bates and Wallace met in
Leicester and became friends, Bates teaching Wallace the fascination of
insects. This friendship led to their joint voyage to South America in 1848, a trip
which lasted 11 years for Bates. Leicester is also the birthplace of David
Attenborough, whose father was principal of University College Leicester, the
forerunner to the University. David Attenborough’s iconic natural history
television programmes have helped inspire countless biologists – including
many of us.
We are very excited about the programme of talks and posters that many of
you will deliver over the coming days. We particularly wish to thank our plenary
speakers - Katrina Lythgoe, Melissa Wilson, Anne Yoder and Stuart West - and
Genetics Society prize winners – Oliver Pybus and Rosina Savisaar - for coming
to PopGroup53 to present their work.
Enjoy the conference.
The Organising Committee.

Twitter: any tweets related to the conference can use the hashtag #pgg53 and
the handle @popgroup
Website: populationgeneticsgroup.org.uk
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Key Information
Arrival and Registration: Registration will be open from 16.00 – 20.30 on the
5th January and 08.00-09.30 on 6th and 7th January in the foyer of the Bennett
Building.
Plenary talks: Our plenary speakers are: Katrina Lythgoe (Oxford), Melissa
Wilson (Arizona), Anne Yoder (Duke), and Stuart West (Oxford). All plenary
lectures will take place in Bennet Building LT1 (Lower ground floor).
Prize talks: We have two Genetics Society Prize talks: Mary Lyon Medal winner,
Oliver Pybus (Oxford) and the winner of the Kenneth Mather Memorial Prize,
Rosina Savisaar (Institute of Molecular Medicine, Lisbon), for her PhD
completed at the University of Bath.
Location of contributed talks: Talks will take place in LT1, LT2 and LT8 on the
lower ground floor of the Bennett Building.
Information for speakers: Please ensure your talk – the file name being your
surname - is loaded onto the computer in the correct room well before your
session begins. If you have problems, please speak to the PopGroup volunteer
(orange t-shirts) in the room you will deliver your talk.
Session chairs: As is PopGroup tradition the last speaker in each session will
chair the session. (If you don’t wish to do this please tell the organisers).
Because we have three parallel sessions, and people often move mid-session,
it is essential that talks are kept strictly to time. Chairs should signal to speakers
after 15 minutes, again at 17 minutes and stand up at 18 minutes. Please finish
questions at 19 minutes to allow people to move between parallel sessions.
Information for poster presenters: posters can be put up on the
afternoon/evening of Sunday 5th and should be taken down by 14.00 on
Wednesday 8th.
Prizes: There will be prizes for the best student talk and poster. Please
remember to vote using the slip in your conference bag.
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Twitter policy: We assume that speakers / poster presenters are happy for
their work to be disseminated via social media. Should you not want this
please say so at the beginning of your talk or on your poster.
Business Meeting: a discussion of future PopGroup meetings and a summary
of this year’s event will take place in LT1 at 13.30 on 7 th January. All are
welcome.
Meet the editors: An informal question and answer session with editors /
editorial board members will be held in LT8 at 13.15-14.00 on Monday 6th
January.
PopGroup53 volunteers: Wearing bright orange T-shirts, PopGroup53
volunteers are here to help – just ask!
Lunch / coffee breaks: A buffet lunch will be served on Monday 6th, Tuesday
7th and Wednesday 8th in the Bennett building lower ground foyer. Coffee and
tea will be served in the same location.
Relaxation / work room: Chairs and desks and comfy chairs (as well as natural
light!) are available in LT5 – opposite LT1 and LT8.
Dinner (Sunday 5th and Monday 6th): These are ‘find your own food’ events.
There are a huge variety of restaurants on London Road and Granby Street
(further towards town). We are sure you will find something to your taste and
budget.
The Histones at the Soundhouse: Monday 6th January at ~9pm Department of
Genetics and Genome Biology band – The Histones – are playing a special
PopGroup53 gig at the The Soundhouse (see flyer). All are welcome!
Conference dinner (Tuesday 7th January): To be held at Stamford Court
(https://stamfordcourt.com/), Oadby, on the evening of 7th January. There will
be a drinks reception from 19.00 with dinner at 20.00 and a ceilidh from 21.3023.30.
Transport to and from the Conference Dinner: Walking: Stamford Court
(postcode: LE2 2LH) is walkable from campus in around 35 minutes.
Bus: 31 (destination: Oadby) from Saxby Street bus stop. London Road (stand
4

1) - get off at Glebe Road, or: 31A (destination: Oadby) from Saxby Street bus
stop, London Road (stand 1) - get off at Meadowcourt Road, or: X3 (destination:
Market Harborough) from Saxby Street bus stop, London Road (stand 2) - get
off at Glebe Road. Taxi: sharing a taxi is the easiest and quickest way (see taxi
details below).
Luggage Store: On Wednesday 8th we will be able to store your luggage in the
Bennett Building.
Internet on campus: If you have access, please use the Eduroam network. For
those without Eduroam access please use the ‘The Cloud’ network.
Taxis: ADT Taxis 0116 2555222, Club Taxi 0116 2313001, ABC Taxis 0116
2555111, Uber also operates in Leicester.
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Plenary speakers
Katrina Lythgoe, Oxford Big Data Institute
Short sighted viruses
With extremely short generation times and high mutability, many viruses can
rapidly evolve and adapt to changing host environments. This ability allows
viruses to evade host immune responses, evolve new behaviours, and exploit
within-host ecological niches. However, natural selection typically generates
adaptation in response to the immediate selection pressures that a virus
experiences in its current host. Consequently, I will argue that some viruses,
particularly those characterised by long durations of infection and ongoing
replication, may be susceptible to short-sighted evolution, whereby a virus’
adaptation to its current host will be detrimental to its onward transmission
within the host population. I will propose that viruses that are vulnerable to
short-sighted evolution exhibit life history strategies that minimise its effects,
and describe the various mechanisms by which this may be achieved. These
concepts provide a new perspective on the way in which some viruses have
been able to establish and maintain global pandemics.
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Melissa Wilson, School of Life Sciences, Arizona State University
Sex-biased genome evolution
The human sex chromosome evolved from a pair of homologous autosomes,
and are unlike any other pair of chromosomes within the human genome.
While many parts of the X and Y chromosomes have diverged from one
another, there are still some regions that share significant sequence homology,
and others, the pseudoautosomal regions, that still undergo homologous
recombination in genetic males. This unique evolutionary history results in
technical challenges for genome alignment analysis of next-generation
sequencing data. I will present an overview of the evolutionary history of the
human X and Y, how this leads to technological challenges, and then present
new methodology to improve genomic and transcriptomic analyses of
the sex chromosomes. I will then discuss how we’re using this to study sex
differences in gene expression.
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Anne Yoder, Department of Biology, Duke University, Durham, NC, USA
Cryptic is as cryptic does: intriguing patterns of speciation in Madagascar’s
mouse lemurs.
Our understanding of the speciation process has been in constant flux since the
time of Darwin, with species concepts offering philosophical mirrors of shifting
theory. Whereas Darwin envisioned that speciation was initiated by natural
selection within an interbreeding population — and by implication, with gene
flow — the introduction of Mayr's Biological Species Concept shifted the
conceptual focus to reproductive isolation resulting from geographic
separation. These two views of speciation have long been considered to be
fundamentally opposed, though the burgeoning field of speciation genomics
has clarified the surprising extent to which species integrity can be maintained
in the face of either episodic or ongoing gene flow. I will focus on Madagascar's
mouse lemurs (genus Microcebus) as an emerging system for studying the
process of "speciation with gene flow." These endemic primates occur across
all habitats throughout Madagascar, and though genetic data reveal deep
evolutionary divergence among the named species, they are morphologically
cryptic. At present, the ecological and geographic forces driving this species
radiation are unknown. My talk address current understanding of mouse lemur
species diversity and also present data from new and ongoing studies of
lineage diversification across an ecological and geographic spectrum in
Madagascar. Using a combination of whole-genome sequencing and RADseq
analysis we have found that patterns of speciation in mouse lemurs range from
cases of complete reproductive isolation in sympatry, on one end of the
speciation spectrum, to incipient population divergence within a single species
on the other. We have also identified examples of intermediate levels of
lineage diversification finding that effective population size, both past and
present, can have enormous impacts on inferred patterns of gene flow and
incomplete lineage sorting. In summary, there is no question that mouse
lemurs are extraordinarily diverse, and with the benefit of genomic data and
powerful statistical tools, we are entering a new phase of increased
understanding of the patterns and processes that are shaping species diversity
in these cryptic primates.
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Stuart West, Department of Zoology, University of Oxford
Cooperation and division of labour
Complex life is built by cooperation. Genes cooperate to produce organisms,
cells cooperate to produce multicellular organisms, and multicellular animals
cooperate to form societies. From a theoretical perspective, this evolutionary
problem of “why cooperate?” has long been effectively solved. I will review
recent progress, driven by asking more precise or nuanced questions about the
distribution and form that cooperation takes in the natural world.
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Genetics Society prize speakers
Mary Lyon Medal
Oliver Pybus, Department of Zoology, University of Oxford
Phylodynamics for everyone
For many rapidly-evolving populations, such as those of RNA viruses, the
processes of molecular evolution and population dynamics can occur on the
same timescale and interact. The term 'phylodynamics' was introduced 15
years ago to describe studies that aim to describe this joint behaviour, often by
combining concepts from phylogenetics, population genetics, mathematical
epidemiology, and immunology. I will give a personal perspective on
phylodynamics and illustrate how, with the help of advances in theory and
genome sequencing, phylodynamic concepts have transferred from basic
science to applied public health. Time permitting, I will also explore whether
phylodynamic models in the future will prove useful in other fields, such as
paleoecology and cell biology.
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Kenneth Mather Memorial Prize
Rosina Savisaar, Institute of Molecular Medicine, Lisbon, Portugal
Exonic splice regulation leads to strong selection at human synonymous sites
In addition to specifying the structure of proteins, our coding sequences also
carry regulatory signals that are necessary for correct splicing. From the
perspective of sequence evolution, this leads to a fascinating overlap between
two layers of information, as well as two layers of evolutionary pressures.
There is some evidence that these two sets of evolutionary constraints may
even come into conflict. For instance, exons that have a higher density of
splicing regulatory information tend to correspond to less structured regions
in the protein.
It has been known for several decades that human exons contain such
overlapping, evolutionarily conserved, splicing regulatory information.
However, a quantitative understanding of how widespread and how impactful
these signals has been lacking. This is primarily because previous studies have
not explicitly disentangled the frequency of splicing regulatory elements from
the strength of the selection that maintains them. Therefore, they could not
distinguish between rare strongly selected and frequent very weakly selected
regulatory elements. In this work, we used several different methods to
estimate the distribution of fitness effects (DFE) at human fourfold degenerate
sites that overlap with exonic splicing enhancers (ESEs). The results from the
various methods converged to show that about ~15-20% of fourfold
degenerate sites overlap with functional ESEs. Importantly, the vast majority
of these sites appear to be under strong negative selection. Therefore, splice
regulatory constraint in human coding sequences is not only widespread but
also strong, making it an important determinant of how our coding regions
evolve.
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Sunday 5th January 2020
16002030
1745
1800
18001900

Registration: Bennett Building Foyer / Upper Concourse
Rob Hammond / Richard Badge
Welcome (LT1)
Katrina Lythgoe (Oxford Big Data Institute)
Short sighted viruses

1900
2030
2030
-
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(LT1)
Welcome Reception – drinks and nibbles
(Bennett Building Foyer)
Dinner – foraging in Leicester

Monday 6th January 2020
0800
0850
0900
1000
1020
1050 1110

1110 1130

1130 1150

1150 1210

1210 1230

1230
1315

Registration: Bennett Foyer / Upper Concourse
Welcome address: Alison Goodall (LT1)
Melissa Wilson (Arizona State University)
Sex-biased genome evolution
Brian Charlesworth
Remembering John Maynard Smith, 06/01/1919 – 19/04/2004
Coffee (Bennett Foyer)
LT1
LT2
LT8
Paris Veltsos Artificial
James Borrell Genomic
Adam Eyre-Walker How
selection on flower size
assessment of local
good is my h-index?
disproportionately
adaptation in dwarf birch
affects sex-biased genes
to inform assisted gene
in Silene latifolia
flow
Chris Illingworth The
Deborah Charlesworth
Jerome Kelleher
effect of climate upon
Crossing-over patterns in
Efficiently summarizing
within-host influenza
the guppy and its
relationships in large
diversity
relatives
samples: a general
duality between
statistics of genealogies
and genomes
Bianca De Sanctis (S)
Anindita Brahma The
Zhangyi He Maximum
Inferring woolly
proteins of social diversity likelihood estimation of
mammoth population
natural selection and
history using ancient
allele age from time
environmental DNA
series data of allele
frequencies
Emma Curran EcoLevi Yant Bidirectional
Brian Charlesworth How
functional variation and
interspecies introgression long does it take to fix a
introgression in an
mediates adaptation to
favourable mutation,
African grass
whole genome
and why should we
duplication
care?
Gil Yardeni (S) A target
Sian Bray Genomic
James Horton (S)
capture approach for
hotspots of adaptation to
Understanding drivers of
exploring the drivers and whole genome
extreme parallel
constraints of adaptive
duplication
evolution using
radiation in tillandsioid
Pseudomonas
bromeliads (Tillandsia
fluorescens
spp), a highly diverse
neotropical plant group
Lunch (Bennett Foyer)
Meet the editors (LT8)
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Monday 6th January 2020 cont…
1400 1420

LT1
Richard Merrill Genetics
of behavioural isolation
in Heliconius butterflies

1420 1440

Rishi De-Kayne (S)
Towards understanding
adaptation and
speciation in the Swiss
alpine whitefish radiation

1440 1500

Lewis Spurgin Evolution
in a jar: developmental
temperature, adaptation
and reproduction in a
model beetle

1500 1520

David Richardson Age
and infidelity in the
Seychelles warbler

1520 1540

Charli Davies (S) Causes
and consequences of
TLR3 variation in a
bottlenecked population

1540

14

LT2
Iwo Pieniak (S)
Sequenceserver: a
modern graphical user
interface for custom
BLAST databases
Louise Flanagan (S)
Diverse mutational routes
to the resurrection of
motility in a soil
bacterium
Rory Craig (S) Genome
assemblies for the three
closest known relatives of
Chlamydomonas
reinhardtii enable
comparative genomics
analyses and reveal a
novel clade of Penelopelike transposable
elements
Matthew Shepherd (S)
Mechanisms governing
transcription factor
rewiring in gene
regulatory network
evolution
Martin Carr A genomic
survey of transposable
elements in the
Choanoflagellate
Salpingoeca rosetta
reveals selection on
codon usage
Coffee (Bennett Foyer)

LT8
Peter Keightley Inferring
the distribution of
fitness effects of
spontaneous mutations
Tin-Yu Hui
Contemporary Effective
Population Size
Estimation using
Temporally-Spaced
Genomic data
Hannes Becher
Population parameters
and (joint) k-mer spectra

Denis Roze (S)
Transposable elements
and the evolution of
recombination

Henry Barton The
impact of biased gene
conversion is modulated
by the effective
population size in two
passerines

Monday 6th January 2020 cont…
1610 1630

1630 1650

1650 1710

1710 1730

1730 1750

1750
1930
2030

LT1
Joe Colgan
Investigation of
sexually antagonistic
loci in the facultatively
anadromous brown
trout, Salmo trutta
Louise Johnson
Experimental evolution
of cancer cells for
invasion and
establishment

Gabriel Hernandez (S)
Where and why is
balancing selection
acting in the genome of
Solenopsis invicta?
Emiline Favreau (S) No
social supergene in the
big-headed
Mediterranean ant
Pheidole pallidula
Sam Ebdon (S) How old
are contact zone
species?

LT2
Hollie Marshall (S)
Temporal population
epigenetics of the water
flea, Daphnia magna

LT8
Matteo Fumagalli
Distinguishing between
recent balancing selection
and incomplete sweep
using deep learning

Helena Eklöf (S)
Comparing the
effectiveness of exome
capture probes and
WGS to assess genetic
variation in natural and
managed stands of
Picea abies
Susana Coelho Sexual
differentiation in
haploid UV sexual
systems

Nicolas Arning (S) Using
machine learning to trace
the source of
campylobacteriosis

Vera Warmuth
Genome-wide
transcription of
transposable elements
in crows
Agnieszka Lipinska
Evolutionary history of
the V sex chromosome

Sylvain Billiard Adaptation
and intransitive
competition in clonal
populations

Bhavin Khatri Critical
population size and
resistance in suppression
gene drives

Thomas Lesaffre (S) On
deleterious mutations in
perennials: inbreeding
depression, mutation load
and life-history evolution
Posters session and drinks reception (Bennett Building Foyer)
Dinner – foraging in Leicester

Genetics Dept band - The Histones – set starts at ~9pm
The Soundhouse, 28 Southampton St, Leicester LE1 1SJ – see flyer
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Tuesday 7th January 2020
0850
0900 1000
1000 1020
1020
1050 1110

1110 1130

1130 1150

Welcome and Information (LT1)
Anne Yoder (Duke University)
Cryptic is as cryptic does: intriguing patterns of speciation in Madagascar’s
mouse lemurs
Sir Kenneth Mather Memorial Prize talk (Genetics Society)
Rosina Savisaar
Exonic splice regulation leads to strong selection at human synonymous sites
Coffee (Bennett Foyer)
LT1
LT2
LT8
Estelle Barbot (S)
Katie Willis (S) Limiting
Ewan Flintham (S)
Selection on attractive
the spread of gene drive
Intralocus sexual conflict
floral traits: are there
constructs using
and sexually
differences between
geographically restricted
antagonistic variation in
males and females in a
variants – a case study of
structured populations
dioecious species?
the malaria mosquito
Anopheles gambiae
Hannah Munby (S)
Mark Blaxter Comparative Alan Rice Gene
Rapid evolution of sex
genomics of the genus
expression piggybacking
determination loci in
Caenorhabditis
is widespread across
the Lake Malawi cichlid
eukaryotes
fish radiation
Kamil Jaron The
Mahsan Nematbakhsh
Hilde Schneemann (S)
missing ¼ of a honey
Diversity of killer toxins
Local adaptation and
bee genome and other
and Totiviruses in
hybrid failure: a single
peculiar genomic cases
Saccharomyces paradoxus
parameter model

1150 1210

Agnieszka Kloch
Genetic variance in
functional loci in an
expanding population
of the wolf, Canis lupus,
in Eastern Europe

1210 1230

Harvinder Pawar (S)
Identifying targets of
positive selection in the
ancestors of
chimpanzees

1230
1330
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Vassiliki Koufopanou
Population size, sex, and
purifying selection:
comparative genomics of
two sister taxa of the wild
yeast Saccharomyces
paradoxus
Stuart Baird What genes
do mammalian genomes
exchange during
admixture?

Lunch (Bennett Foyer)
Business Meeting LT1

Manus Patten Sexual
antagonism leads to a
mosaic of X-autosome
conflict

Anna Dewar (S) A
comparative approach
to understanding
selection on the
genomic location of
genes encoding for
extracellular proteins

Tuesday 7th January 2020 cont…
1410 1430

1430 1450

1450 1510

15101530

15301550

1550

LT1
Joanne Griffin
Transcriptional
response of Nasonia to
infection with
Arsenophonus nasoniae
in natural and host shift
associations
Eva Koch (S) Restoring
ancestral phenotypes
by reduction of
plasticity is a general
pattern in gene
expression during
adaptation to different
stressors in Tribolium
castaneum
Alex Kirschel CYP2J19
maintains carotenoid
colour differences
across a tinkerbird
hybrid zone
Steve Paterson The role
IgE receptor
polymorphism in
regulating immune
responses, life-history
traits and resistance in
a wild rodent
population
Margarita Samborskaia
(S) Characterization of
the genetic
relationships among
species of Maylandia
cichlids from Lake
Malawi using whole
genomes

LT2
Mark Ravinet The
evolution of humancommensalism in Passer
sparrows

LT8
Guillaume Achaz
Genetic draft generates
proper Kingman trees
with a short time scale
(Nk, k<1)

Michal Izydorczyk (S) The
Impact of endogenous
retroviruses on the human
genome

Stefanie Belohlavy (S)
Reducing error in
sequence data analysis

Jane Charlesworth
Investigating diversity in
the genus Escherichia
using hierarchical
clustering of cgmlst
profiles
Darren Parker Sex-biased
genes have high
expression variance

Vivak Soni (S) Evidence
for widespread
balancing selection in
human populations

Yusuf Leeban (S)
Divergence and gene flow
in the Drosophila virilis
group

Bjarki Eldon Multiple
merger coalescents,
bounded juvenile
numbers, and large
sample sizes

Ondrej Mikula (S)
Clustering on the coancestry matrix

Coffee (Bennett Foyer)
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Tuesday 7th January 2020 cont…
1620 1640

1640 1700

1700 1720

1720 1740

1740 1800

1800 1900
1900 2400
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LT1
Rahul Pisupati (S)
Elucidating the causes of
DNA methylation
variation within natural
lines of Arabidopsis
thaliana
Laura Najera (S) Cryptic
species diversity and
hybridisation revealed
within a complex of
Myotis bats using ddRAD
sequencing

Lauren Lansdowne (S)
Analysis of microsatellite
markers in five captive
gibbon species
(Hylobatidae)
Joana Meier Linked-read
analysis of Heliconius
hybrid zones with shifted
clines

LT2
Dorothy Tam (S)
Population genetics of
Helicobacter pylori in the
West African archipelago
of Cape Verde

LT8
Elise Kerdoncuff (S) A
new population
genomics framework to
detect recent decline in
population

Thomas Mathers
Chromosome-scale
genome assemblies of
aphids reveal long-term
conservation of the X
chromosome and
extensively rearranged
autosomes
Roland Wouters (S)
Global diversity of the
generalist aphid Myzus
persicae

Adriana Vallejo (S)
Unravelling the local
environmental
adaptation of Ethiopian
indigenous chicken by
integrating ecological
niche modelling and
genomic analyses
Carey Metheringham
(S) Bayesian genomic
prediction from poolsequenced data

Charlie Durant (S) A first
glimpse of the ant
phageome reveals an
unexplored
bacteriophage
community

Anurag Priyam (S)
Parameter exploration
improves accuracy of
long-read genome
assembly

Tyler Linderoth Highresolution introgression
scans reveal adaptive
loci in sympatric species
of rock-dwelling cichlids
from Lake Malawi
Don’t forget to vote for student prizes!
Travel to Stamford Court (postcode: LE2 2LH)
Conference dinner and ceilidh at Stamford Court

Wednesday 8th January 2020
0850
0900 1000
1000
1030 1050

1050 1110

1110 1130

1130 1150

1150 1200
1200 1300

Welcome and Information (LT1)
Stuart West (University of Oxford) (LT1)
Cooperation and division of labour
Coffee (Bennett Foyer)
LT1
LT2
LT3
Claire Peart
Thibaut Payen Using ultra
Matthew Hartfield
Determinants of genetic low-coverage wholeApproximating the
variation across ecogenome sequencing to
coalescent under
evolutionary scales in
reconstruct founder
facultative sex
pinnipeds and their
mosaic haplotypes in a
implications for the
complex intercross bred
Anthropocene
from outbred founders.
Susana Freitas Long
Einar Arnason Genomics
Eugenio Lópeztime persistence of
of natural selection in the
Cortegano A first look
scandalous (a)sex
high fecundity Atlantic cod to the de novo mutation
rate in Chlamydomonas
incerta
Florencia Camus
Gemma Murray The
Andrew Pomiankowski
Nutritional geometry of
relationship between
The origin of sex – a
mitochondrial genetic
mutation rate, genome
route to a large genome
effects on male fertility
size and pathogenicity in
Streptococcus suis
Angus Davison The
Pavel Payne CRISPR, herd
Yan Wong Speed dating
colour polymorphism of
immunity and
your ancestors, using a
the snail Cepaea
transduction - the
million genomes
nemoralis: redefining
unexpected ways of how
the phenotype and
bacteria have sex
understanding
recombination within
the supergene
Short break

1300

Mary Lyon Medal talk (Genetics Society)
Oliver Pybus (University of Oxford)
Phylodynamics for everyone
Lunch (Bennett Foyer)

1400

End of Conference
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Posters (S) Denotes eligibility for a student prize
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1.

Roberto Biello
Generation of genomics resources for the meadow spittlebug
Philaenus spumarius

2.

Max Brown (S)
Detecting hybridisation from whole genome data in eyebrights

3.

Adam Ciezarek
Genomic introgression in Oreochromis tilapias

4.

Nicola Cook
The transcriptomic basis of cold acclimation across the
Drosophila genus

5.

Sylwia Czarnomska
Genetic background of a lethal posthitis disease in the European
bison

6.

Richard Durbin
Darwin tree of life project: genomes for all

7.

Martin Eriksson (S)
The effect of genetic architecture and selfing on the capacity of
a population to expand its range

8.

Ettore Fedele (S)
Applying genomic analysis to the conservation of mountain
gorillas (Gorilla b. beringei)

9.

Annie Forster (S)
The genetic diversity of the malaria parasite Plasmodium
falciparum in two sympatric mosquito species

10.

Annie Forster (S)
Molecular and bioinformatic investigations into the mating
behaviour of the malaria spreading Anopheles gambiae
mosquito

11.

Katrín Halldórsdóttir
Genome-wide site freqency spectra and reproducution in the
high-fecundity Atlantic cod

12.

Max John (S)
Evidence for a social chromosome in a socially polymorphic ant

13.

Alun Jones (S)
RNA editing in eusocial Hymenoptera

14.

Isabel Magalhaes
Intercontinental genomic parallelism in multiple adaptive
radiations

15.

Anna Orteu (S)
Evolutionary genetics of wing pattern mimicry in Hypolimnas
butterflies

16.

Rohan Raval (S)
Heritability of intra-individual variation in body temperature in
fasted heterothermic rodents

17.

Josh Reynolds (S)
Using doubleton variants and their ages to investigate
demography and selection in the Anopheles gambiae species
complex

18.

Hannah Sampson (S)
Impact of air pollution on buff-tailed bumblebee (Bombus
terrestris) and their gut microbiome

19.

Eleanor Sheppard (S)
Evolution in action: using museum DNA to understand the
evolution of disease resistance in island birds

20.

Nahyeon Song (S)
Effect of recurrent selective sweeps on the polymorphism of HA
and non-HA segments in influenza virus A/H3N2
21
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21.

Haeyam Taiy (S)
European distribution of Borrelia, hantaviruses, ticks and other
Apodemus mice-associated organisms based on carryover DNA
sequences in RAD-seq data

22.

Xi Wang (S)
Demography and natural selection have shaped genetic
variation in the widely distributed conifer Norway Spruce (Picea
abies)

23.

Nathan White (S)
Does multidimensional selection drive local adaptation?
Evidence from experimental evolution

24.

Sam Whiteford
Investigating the genetic basis of dominant Bt resistance in the
African maize stalk borer (Lepidoptera: Noctuidae)

25.

Michael Winter (S)
Reproducible assembly and analysis of a hypotriploid plant
parasite

26.

Charlotte Wright (S)
Deciphering the developmental basis of the gene cortex
expression in Lepidoptera

27.

Eugenie Charley Yen (S)
Population genomic variation in the wood tiger moth across the
European geographic range

28.

Hélène Yvanne (S)
Can we harness disease resistance by association directly in wild
sea beet?

Participants
Guillaume Achaz
Aida Andres
Sabhrina Aninta
Einar Arnason
Nicolas Arning
Richard Badge
Stuart Baird
Estelle Barbot
Henry Barton
Jordan Beasley
Hannes Becher
Stefanie Belohlavy
Andrea Betancourt
Aleksandra Biedrzycka
Roberto Biello
Sylvain Billiard
Mark Blaxter
Marilou Boddé
James Borrell
Anindita Brahma
Sian Bray
Jon Bridle
Kristi Brink
John Brookfield
Max Brown
Terry Burke
Austin Burt
Roger Butlin
Florencia Camus
Martin Carr
Brian Charlesworth
Deborah Charlesworth

guillaume.achaz@mnhn.fr
a.andres@ucl.ac.uk
s.g.aninta@qmul.ac.uk
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