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In the last half-century, population genetics has seen many exciting
advances. As Brian and Deborah Charlesworth discuss in this Special
Issue, fundamental questions about the nature and extent of genetic
variation within and among populations form a consistent backbone
for the field but they have been tackled with ever greater power and
resolution. Throughout this period, the annual Population Genetics
Group meetings in the United Kingdom have provided a stimulus to
research for scientists, particularly young scientists, from the UK and
many other countries, particularly in the rest of Europe. The first
meeting was held in Birmingham in January 1968 and the 50th
Anniversary meeting will be held in Cambridge in January 2017. This
Special Issue forms part of the celebration of that milestone.
Anyone who has attended ‘PopGroup’ will know that its meetings

manage to combine friendly informality with scientific rigour, gen-
erating a highly stimulating environment, in which all ages and stages,
and many specialist interests and nationalities, mix freely. Over the
years, the numbers of presentations, both oral and in poster form,
have grown, but junior scientists who have not yet submitted their
PhD and the most eminent population geneticists continue to be
treated equally in creating the programme. Many of today’s leading
population geneticists gave their first conference talk, on their PhD
work, at PopGroup. The mixture of subjects at the meetings has
always encompassed measures of genetic variation in the wild and the
forces acting on this variation, and there has been a constant search to
interpret experimental and observational results in the light of
underlying evolutionary and population genetic theory.
We have been attending for many years (RKB since the 1979/80

meeting and JFYB since the 1976/7 meeting, missing very few between
us) and we are very happy to show our appreciation for the importance
of PopGroup in our scientific careers by editing this collection. It is
particularly appropriate that Heredity agreed to publish the Special Issue
because there has been a close association between the journal and these
meetings throughout. We are grateful to the Editor and his team for
their support. Clearly, a small set of papers cannot properly represent
the diversity of the current PopGroup community, with a typical
meeting now having well over 200 participants and about 100 oral
presentations, plus posters. However, we hope that we have captured
some of the range of interests, with authors who are relatively new to
the meetings as well as some very familiar contributors.
The Charlesworths’ historical overview (Charlesworth and

Charlesworth, 2017) emphasises the interplay between theory and
empirical work that is one of the great strengths of PopGroup meetings.
Each of the other contributions reflects this general theme, challenging
theoretical expectations in areas from inbreeding depression
(Pemberton et al., 2017) to the genetic basis of quantitative trait

evolution (Franssen and Schlötterer, 2017), with the data ranging from
colour phenotypes (Johannesson and Butlin, 2017) to high-throughput
sequencing (Pinharanda et al., 2017; James et al., 2017). Some of the
questions have been debated at many PopGroup meetings, such as the
evolution of self-incompatibility (Mable et al., 2017) and metal tolerance
(Sobczyk et al., 2017) or the importance of epistasis (Barton, 2017),
while others are relatively new, such as the evolutionary significance of
heritable symbionts (Corbin et al., 2017). All of these topics have one
thing in common: they would attract an interested and constructively
critical audience at a PopGroup meeting, with lively debate both within
the sessions and around the bar. They represent the shared conviction
of the population genetics community that only through studying
genetic variation within- and between-populations can a full under-
standing of evolutionary change be derived.
We are confident that the Population Genetics Group will continue

to thrive, with many excellent young scientists attending recent
meetings and appreciating their value. Long may it last!
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