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A word from the NEW editor

A WORD FROM THE EDITOR

Welcome to issue 64.

Well this issue sees the

newsletter with a new Editor,

and as my first job I would very

much like to thank Steve

Russell for all his fine work as

my predecessor. Steve also

kindly suggested I take over

from him at a committee

meeting (thanks for that Steve)

and assures me the task is not

too arduous, although this may

have more to do with Steve’s

organisational skills than

anything else. In any case, a

massive well done and thank

you to Steve for all his efforts

over the last few years, he

assures me beer will be

accepted as a gesture of

gratitude. Lots of beer.

In this issue we have a large

number of reports from

students, fieldwork grants and

various conferences that were

attended with the support of

the Genetics Society. I think

supporting young researchers

and ensuring genetics goes to

the field are important roles for

the Society, and it is great that

recipients fulfil their

obligations too by submitting

reports as required. Thanks to

all of you.

In keeping with some previous

Editorials, and with the timing

of the newsletter, it would be

strange not to mention the new

political landscape in which we

find ourselves. As is now clear,

many of us in HE are entering a

strange new land. The

coalition government has

decided that the State will no

longer support HE in England.

Personally I think substantial

government support of

education is a good thing, the

State supports primary and

high schools for good reason,

but be that as it may, this

support has effectively ended

for HE (and one cannot help but

wonder how much longer

support will be provided

elsewhere in the UK?).

It is in this environment that

the REF will go ahead as

planned. While it may seem

stupid to run such an expensive

exercise at a time when cash is

so short, it seems this is the

rounding of the circle from the

Government perspective. The

word seems to be that the

multiplier will ramp-up steeply

for 4* work and this will help

the Government fund only work

of the “highest quality”.

Forgetting the problems

associated with assessing

quality - they are many and

varied, especially as stipulated

for the REF - this means

funding for research is likely to

be concentrated in few

Universities, effectively turning

the research “losers” into

teaching only Institutes. I am

not sure this is a good idea, and

on top of all this is the drive to

reduce blues skies research too.

I have to confess much of what

I do falls into this category, so

my prejudices should be clear.

Nonetheless, this is another

very dangerous turn of events.

Science cannot be directed and

discovery is largely

serendipitous, PCR being a case in point. I hope

that referees will at least see some sense in

concentrating on science and not predicted

impact, which in any case is usually only evident

many, many years down the track.

So to the other players in this Brave New World,

the students. They are unhappy about increased

fees. This also happened in Australia just as I

started my degree, and I remember being a little

put out, especially as I had just returned home to

study so I would not have to pay the enormous

fees students face in North America. However,

given that fees are already payable here, and that

the repayment cap is to be raised, perhaps things

are not as bad as they seem. Students do not pay

up front. This is critical and should be

remembered, you do not pay up front, and only

when your income passes the new higher

threshold do you have to repay at all.

Furthermore, if the debt is not paid back after 30

years, it is written-off. Thus I do not think the

problem of fee increases is a great as many think.

I look forward to student views on that, and in a

user pay world, students can always take their

cash and move outside the UK for cheaper

training. I think it’s the HE sector that is really

under fire. Lets see where the chips fall, but

completing postgraduates and postdocs are in a

very tough position as UK hires will probably

taper for a few years at least.

A Chinese curse says may you live in interesting

times, and we are indeed entering times of

interest. How it all pans out should be clearer as

you read this, but the government is running an

enormous experiment with HE and no one knows

what the consequences will be. Lets hope the

next Editorial is a bit more cheery, but to end this

one on a happy note, a huge congratulations to

our Executive Officer, Christine Crees, who gave

birth to a baby girl in November. May she live in

times that are utterly boring.

Cheers

David Hosken
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2011 Spring Meeting

Transposable elements:  
their functional and evolutionary biology

Friday 1st April 2011. University of Edinburgh

The important contribution

of transposable elements

(TEs) to genomes revealed 

by sequencing projects, and 

new insights into the role of 

small interfering RNAs in the

regulation of their activity, 

have generated an upsurge of

research into the functional 

and evolutionary biology of

TEs. A meeting to review recent 

progress is therefore timely. 

Speakers

Mark Batzer 
Louisiana State University, USA
Adam Eyre-Walker 
University of Sussex, UK
Alain Bucheton
Institute for Human Genetics, Montpelier, France
Carolina Bartolomé 
University of Santiago de Compostela, Spain

Casey Bergman
University of Manchester, UK
Hugo Dooner 
Rutgers University, USA
Dixie Mager
British Columbia Cancer Centre, Canada
Tom Eickbush
University of Rochester, USA
Laurence Hurst 
University of Bath, UK

Scientific Organisers
Brian Charlesworth and 
David Finnegan
University of Edinburgh

Featuring
Laurence Hurst
University of Bath
The 2010 Genetics Society Medal Lecture 

for registration, visit
www.genetics.org.uk
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2011 Autumn Meeting

Phenotype and the flexible genome:
the role of epigenetic processes in development and human disease

Friday 11th November 2011. The Royal Society, London 

for registration, visit
www.genetics.org.uk

Epigenetics refers to the study of 
heritable changes in genome function
that occur without a change in primary
DNA sequence. Epigenetics is emerging
as a critical area of modern research 
and there have been rapid advances 
in our understanding of the functional 
consequences of alterations in epigenetic
gene regulation and the response of 
epigenetic marks to environmental cues. 
To address these exciting new discoveries, 
we are hosting a one day meeting that 
will focus specifically on the phenotypic
consequences of alterations in epigenetic
gene regulation in mammals.

Speakers
Professor Azim Surani
University of Cambridge
Professor Emma Whitelaw
Queensland Institute of Medical Research
Dr Miriam Hemberger
The Babraham Institute
Professor Alan Clarke
Cardiff University

Dr Andrew Ward
University of Bath
Dr Dietmar Spengler
Max Planck Institute of Psychiatry
Professor Barry Keverne
Cambridge University
Professor Andrew Feinberg
Johns Hopkins University School of Medicine

Scientific Organisers
Rosalind John and
Anthony Isles
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ICQG2012

4th International
Conference
on Quantitative
Genetics
17 – 22 June 2012
Edinburgh International

Conference Centre,  

Scotland, UK

www.icqg2012.org.uk

Key Dates

Friday 3 February 2012 Abstract Submission Deadline for Oral abstracts only

Friday 6 April 2012 Abstract Submission Deadline for Poster abstracts only

Friday 3 February 2012 Early bird registration deadline

Sunday 10 June 2012 Pre-conference registration closes

Conference Themes:

1. The Genetic Architecture of Complex Traits
Current understanding of the genetic control of
complex trait variation - Genome-wide association
studies and beyond.

2. Evolutionary Quantitative Genetics 
Selective forces on quantitative traits and the
maintenance of variation.

3. Variation in the Genome
Sequence, structural and epigenetic variation and its
phenotypic consequences.

4. Advances from New Numerical Methods
Advances in our understanding of quantitative  
traits from new statistical, computational and
modelling approaches and utilisation of  
computing power.

5. Opportunities from Technological Advances
Potential impact of the $1000 genome and other new
methods and approaches on our understanding of
quantitative variation.

6. Bridging the Genotype-Phenotype Gap
Networks and pathways connecting DNA variants to
trait variation - approaches and models.

7. Interactions among Individuals and with the
Environment
Genetic interactions and covariation with the
environment, in social groups and between species.

8. Genomic Information in Prediction
Prediction of disease risk and performance in humans,
plants and animals and use in health care and plant
and animal breeding.

9. Emerging Areas
New frontiers in research and late breaking results.

Local Organising Committee

Bill Hill (Chair)

Lutz Bünger

Chris Haley

Mike Kearsey

DJ de Koning

Loeske Kruuk

Josephine Pemberton

Alan Wright

International
Advisory Committee

David Allison, USA

David Balding, UK

Piter Bijma, Netherlands

Rachel Brem, USA

Ed Buckler, USA

Andrew Clark, USA

Mark Daly, USA

Rebecca Doerge, USA

Marie-Anne Felix, France

Jonathan Flint, UK

Greg Gibson, USA

Mike Goddard, Australia

Ary Hoffman, Australia

Fred Hospital, France

Mark Lathrop, France

Trudy Mackay, USA

Albrecht Melchinger, Germany

Juha Merilä, Finland

Bill Muir, USA

Patrick Phillips, USA

Daniel Pomp, USA

Pak Sham, China

Supported by

Fred van Eeuwijk, Netherlands

Peter Visscher, Australia

Bruce Walsh, USA

 ASU,rieWecurB

Qifa Zhang, China
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7 EXTERNAL MEETINGS DIARY

We will happily include any announcements for genetics-based meetings in this

section. Please send any items to the editor.

Genomic Instability and DNA Repair

30th January - 4th February 2011

Keystone, Colorado, USA

www.keystonesymposia.org/Meetings/

Quantitative Genetics & Genomics

20th - 25th February 2011

Galveston, Texas, USA

www.grc.org/programs.aspx?year=2011&program=qu

antgen

Evolutionary Developmental Biology

27th February - 3rd March 2011

Tahoe City, California, USA

www.keystonesymposia.org/Meetings/

26th Fungal Genetics Meeting

March 15-20, 2011

Asilomar, California, USA

www.genetics-gsa.org/pages/conferences.shtml

52nd Annual Drosophila Research Conference

30th March - 1st April 2011

San Diego, California, USA

www.drosophila-conf.org/2011/

55th Annual Meeting of the Ecological

Genetics Group (2011)

19th April - 21st April 2011

London, UK

https://eshop.qmul.ac.uk/browse/extra_info.asp

?compid=1&modid=2&prodid=102&deptid=34&

catid=1

The Biology of Genomes

10th May - 14th May 2011

Cold Spring Harbour Laboratory, USA

http://meetings.cshl.edu/meetings/genome11.s

html

22nd International Conference on

Arabidopsis Research

22nd June - 25th June 2011

University of Wisconsin, Madison, USA

www.union.wisc.edu/arabidopsis/

18th International C. elegans Meeting

22nd June - 26th June 2011

Los Angeles, CA, USA

Mouse Genetics 2011

26th June - 1st July

Washington, DC, USA

www.mousegenetics2011.org/

7th European Zebra Fish Meeting

5th July - 9th July

Edinburgh, UK

If you run an interest group and hold regular meetings,
our new web site forum is the perfect place to promote
your activities. Simply visit www.genetics.org.uk, log
in to our forum and tell us all about it.
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8SECTIONAL INTEREST GROUPS

The Genetics Society helps support several

sectional interest groups by providing

meeting sponsorship. We currently have 11

groups who organise sectional interest

meetings. The organizers and dates of any

forthcoming meetings are listed below. If

you are interested in any of these areas,

please contact the relevant organiser.

Groups who wish to be considered for

sectional interest group status should see

the Society website for further details.

Genetics Society Pombe Club

Organiser: Jacky Hayles (j.hayles@cancer.org.uk)

Mammalian Genetics & Development

Organisers: Elizabeth M. Fisher and Nick Greene

(mgd.workshop@ich.ucl.ac.uk)

Mammalian Genes, Development and Disease

Organisers: Rosalind M John and David Tosh

(JohnRM@cf.ac.uk)

Population Genetics Group

Organiser: Lori Lawson Handley

(l.lawson-handley@hull.ac.uk)

The Zebrafish Forum

Organiser: Rachel Ashworth (r.ashworth@ucl.ac.uk),

Caroline Brennan (C.H.Brennan@qmul.ac.uk),

Corinne Houart (corinne.houart@kcl.ac.uk).

There are meetings at 5:30pm-8.00pm on the first

Thursday of every other month. Room G12, New

Hunt's House, King's College - London SE1 1UL

Arabidopsis

Organiser: Ruth Bastow (ruth@arabidopsis.info)

http://garnet.arabidopsis.info/

Archaea group

Organiser: Peter Lund

(lundpa@gmail.com)

British Yeast Group

Organiser: Alistair Goldman

(a.goldman@sheffield.ac.uk)

C. elegans

Organiser: Stephen Nurrish

(s.nurrish@ucl.ac.uk)

Drosophila

Organiser: Nic Tapon

(nicolas.tapon@cancer.org.uk)

Monthly meetings are organised by:

Joe Bateman (joseph_matthew.bateman@kcl.ac.uk)

Ecological Genetics Group

Organiser: Paul Ashton

(Genetics@BritishEcologicalSociety.org)
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GENETICS SOCIETY BUSINESS9

Friday 1 April, 2011

The 2010 Annual General

Meeting of the Genetics Society

will take place on Friday, the 1st

of April 2011, in the context of

the Society’s Spring Meeting on

“Transposable elements: their

functional and evolutionary

biology” at Surgeons Hall,

University of Edinburgh. The

business includes the election of

new members to the Society,

and of new members to the

Society’s Committee. Changes

to the Society’s byelaws will

also be included on the agenda.

The business will also include

the election of the next

President of the Society (Enrico

Coen), who will serve as

President-elect during the first

year of office and shadow

President Veronica van

Heyningen. In addition, the

Society will also elect a Vice-

President (Public

Understanding of Genetics) and

a Scientific Meetings Secretary.

A list of new members proposed

for election to the Society will

be publicised via emails to

members, and on the Society’s

website www.genetics.org.uk.

Nominations for Committee and

Executive sub-Committee

vacancies will be proposed by

the Society and publicised at a

later date by emails to

members, and on the Society’s

website. Proposed changes to

the Society’s Byelaws will be

posted on the Society’s website

prior to the AGM. A copy of the

draft minutes from the 2010

Spring AGM can also be viewed

on the Society’s website

http://www.genetics.org.uk/.

Important Note

The 2011 AGM will allow

advance voting on the Society’s

website for those unable to

attend in person. Members will

be notified by email of the

motions to be voted on in this

way, and of the mechanisms for

online voting. To ensure your

involvement in the AGM by this

mechanism, please check that

the Society has your correct

email address. As a check, you

should have received an email

communication from “The

Genetics Society”

theteam@genetics.org.uk on

Tue, 23 Nov 2010 inviting

nominations for the 2012

Balfour, 2012 GS Medal and 2011

JBS Haldane competitions; if

you did not receive this

message, please contact

theteam@genetics.org.uk with

an email address update.

2011 AGM Provisional Agenda

1. Minutes of previous General Meeting (Friday

23rd April 2010); matters arising

2. President's Report

3. Honorary Treasurer's Report

4. Honorary Secretary's Report and Business for

Transaction

(a) Balfour Lecture 2011

(b) Genetics Society Medal 2011

(c) JBS Haldane Lecture 2011

(c) Applications for new membership

(d) Election of new Committee members

Area A (Gene structure, function and

regulation)

Area D (Applied and quantitative

genetics)

*Area B (Genomics)

*Area C (Cell and developmental

genetics)

* Individuals in these posts were elected to

complete the remaining term (1-yr) of

Committee members who stepped down early.

According to the Byelaws of the Society, these

individuals are allowed to stand for a full-

term and are being supported in this by

members of the Committee.

(e) Election of President to shadow the

present President; election of Vice-

President (Public Understanding of

Genetics); election of Scientific Meetings

Secretary

(f) Changes to the Byelaws of The Genetics

Society

5. AOB

Honorary Secretary’s Notices
Patricia Kuwabara . Honorary Secretary, University of Bristol

Annual General Meeting
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The Balfour Lecture, named

after the Genetics Society’s

first President, is an award to

mark the contributions to

genetics of an outstanding

young investigator. The Balfour

Lecturer is elected by the

Society’s Committee on the

basis of nominations made by

any individual member of the

Society. The only conditions are

that the recipient of the award

must normally have less than

10 years’ postdoctoral research

experience at the time of

nomination, and that any

nomination must be made with

the consent of the nominee.

Those making nominations

must be members of the

Genetics Society, but there is no

requirement for the nominee to

be a member, nor is there any

restriction on nationality or

residence. Madan Babu Mohan

will present the Balfour Lecture

for 2011.

A call for nominations for the

2013 Balfour Lecturer will be

made in the 2011 summer Newsletter and by

email; the Lecture is normally delivered at the

Society’s annual spring meeting. Note that there

is no restriction on the subject matter of the

Balfour Lecture. To make a nomination, you will

be asked to confirm that your candidate is willing

to be nominated and to provide a two-page CV of

the candidate, together with a list of his or her

ten most important publications, plus a one-page

letter of recommendation outlining why you feel

their contributions to the field have been

outstanding. A call for nominations and the

deadline for submitting applications will be

announced in the next (Summer 2011) Genetics

Society Newsletter.

2013 Balfour Lecture

Have you reached the age of

retirement (65), but wish

to continue with your

involvement in the Society? If

so, and you are an ordinary

member who has discharged

any arrears the might be due

to the Society, then you might

consider applying to become a

Life Member of the Society.

Life members will continue to

receive notices and remain

eligible to vote in the Society

AGM, but will not be required

to pay further subscriptions.

Recipients of the Genetics

Society Medal will also be

offered Life Membership.

Please contact Christine Crees

(Executive Officer, Genetics

Society) by email:

christine.crees@genetics.org.u

k should you require additional

information.

Life Membership
in the Genetics
Society

TheJBSHaldaneLecturewill

recognise an individual for

outstandingability to communicate

topical subjects in genetics

research,widely interpreted, to an

interested layaudience.This

speakerwill havea flair for

conveying the relevanceand

excitement of recent advances in

genetics in an informative and

engagingway.

The annual open lecture will be

delivered on a topic, and in a

place, agreed with the Genetics

Society. The recipient will be

selected by a committee chaired

by the Genetics Society’s Vice

President for the Public

Understanding of Genetics

(Steve Jones) from nominations

made by Society members.

Nominees need not be members

of the Society, but should be

active researchers working in the

UK. To make a nomination,

please confirm that your

candidate is willing to be

nominated, then submit both a

two-page CV and a short

explanation of how the

candidate meets these criteria.

In addition to delivering the

Lecture, the nominee will receive

an honorarium of £1,000 and a

three-year membership of the

Society. A call for nominations

and the deadline for submitting

applications will be announced

in the next (Summer 2011)

Genetics Society Newsletter.

2012 The JBS Haldane Lecture
J.B.S. Haldane a

consummate sci-

ence communicator
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The Genetics Society Medal

is an award that recognizes

outstanding research

contributions to genetics. The

Medal recipient, who should

still be active in research at the

time the Medal is awarded, will

be elected annually by the

Committee on the basis of

nominations made by any

individual member of the

Society. Those making

nominations must be members

of the Genetics Society, but

there is no requirement for the

nominee to be a member, nor

any restriction on nationality

or residence. Neither current

members of the Committee nor

those who have retired from

office in the past four years

may be nominated for the

award. The recipient will be

invited to deliver a lecture at a

Genetics Society meeting,

where the medal will be

awarded, in the year following

his/her election. Jonathan

Hodgkin will present the

Genetics Society Medal lecture

for 2011.

A call for nominations for the

2013 Genetics Society Medal

will be made in the 2011

summer Newsletter and by

email. To make a nomination,

you will be asked to confirm

that your candidate is willing to

be nominated and to provide a

two-page CV of the candidate,

together with a list of his or her

ten most important

publications, plus a one-page

letter of recommendation

outlining why you feel their

contributions to the field have

been outstanding. A call for

nominations and the deadline

for submitting applications will

be announced in the next

(Summer 2011) Genetics Society

Newsletter.

This is an annual prize of

£150 to reward a BSc, MSc

or PhD student of any UK

University or Research

Institution who has shown

outstanding performance in

the areas of quantitative or

population genetics.

Nominations should be made

between July 1st and

November 1st inclusive of each

year through the local Head of

Department or School of the

nominee. Nominations should

consist of no more than one

page of A4, setting out the

case for the nomination,

including relevant comparison

with other students where

possible. Nominations should

be sent to the Head of School,

School of Biosciences, The

University of Birmingham,

Birmingham, B15 2TT, clearly

labelled as a nomination for

"The Sir Kenneth Mather

Memorial Prize".

Nominations will be assessed

by a panel of two people with

experience in the area of

quantitative/population

genetics, one from the

University of Birmingham and

the other nominated by the UK

Genetics Society. Decisions

will be announced in

December each year.

The Sir Kenneth Mather Memorial Prize
Call for Nominations

2013 Genetics Society Medal
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ResearchGATE
is the leading
professional
social network
for scientists
and researchers
to collaborate,
share and
network.

Facilitating
communication
and scientific
collaboration
ResearchGATE is the leading

professional social network for

scientists and researchers to

collaborate, share and network.

After just two years of being

online more than 450,000 users

from 196 countries have

registered. ResearchGATE

enables users to connect with

colleagues, discover new

research, share scientific

methods and collaborate online,

it is also completely free of

charge.

Literature
relating to
Genetics
ResearchGATE’s internal

Literature search engine allows

users to search through seven

major databases and over 1,000

Open Access databases

simultaneously, including

Pubmed, ArXic, IEE and

CiteSeer among others. There

are over 10,000 abstracts and

hundreds of fulltexts related to

Genetics on ResearchGATE.

Jobs in
Genetics
ResearchGATE’s international

job board offers around 1,000

positions in research, science

and higher education. Around

100 of those are related to

Genetics! Members from The

Genetics Society looking for

work can receive rss feeds for

Genetics jobs in particular, in

order to keep informed when

there are new jobs.

Genetics Discussion
Groups
ResearchGATE brings together hundreds of

researchers who are interested and/or

working in genetics as well as numerous

discussion groups for geneticists.

The largest group called Genetics has over

1,170 members

www.researchgate.net/group/Genetics

Genetic Engineering and Biotechnology has

around 300 members

www.researchgate.net/group/Genetic_Engin

eering_and_Biotechnology

Genetic Epidemiology has 135 members

www.researchgate.net/group/Genetic_Epide

miology

There is also a Methods Group with over

2,700 members. This Group provides

researchers with a place to ask questions

regarding lab methods and discussing the

development of new applications.

www.researchgate.net/group/Methods/

For more information, please visit

www.researchgate.net

and The Genetics Society



www.genetics.org.uk . 13

GENETICS SOCIETY BUSINESS

13

The Local Representative acts as a key liaison between the membership and the Society’s Office and

Committee by helping to recruit new members, publicising the Society’s scientific meetings and other

activities, and in providing feedback from the membership on matters of professional concern. The Society

normally appoints only one local representative per company, institution or department, but exceptions can

be made when there are semi-autonomous sub-divisions containing a substantial number of members or

potential members.

We seek to fill vacancies and to update our database of Local Representatives on a yearly basis. Should you wish

to volunteer as a local representative or if existing representatives wish to update their contact details, please

contact the Honorary Secretary, Patricia Kuwabara by Email at p.kuwabara@bristol.ac.uk.

SEE FULL LIST ON PAGE 14>

Local Representatives
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Genetics Society Local Representatives

Aberdeen -vacant- University of Aberdeen

Aberystwyth Dr Glyn Jenkins University of Wales GMJ@ABER.AC.UK

Ascot -vacant- Imperial College

Bath Dr Steve Dorus University of Bath S.Dorus@bath.ac.uk

Birmingham Prof FCH Franklin University of Birmingham F.C.H.Franklin@bham.ac.uk

Brighton -vacant- University of Sussex

Bristol Prof Patty Kuwabara University of Bristol (SOMs) p.kuwabara@bristol.ac.uk

Bristol Dr Colin M Lazarus University of Bristol (Biol. Sci) c.m.lazarus@bristol.ac.uk

Cambridge -vacant- University of Cambridge

Cardiff Dr Timothy Bowen University of Wales College of Medicine bowent@cf.ac.uk

Cardiff -vacant- University of Cardiff

Dublin -vacant- Trinity College Dublin

Dundee Prof Micahel JR Stark University of Dundee m.j.r.stark@dundee.ac.uk

Edinburgh -vacant- University of Edinburgh

Edinburgh Dr Veronica van Heyningen MRC Human Genetics Unit v.vanheyningen@hgu.mrc.ac.uk

Glasgow Dr Iain L Johnstone University of Glasgow i.johnstone@bio.gla.ac.uk

Glasgow Dr K O'Dell University of Glasgow k.odell@bio.gla.ac.uk

Guildford Dr Peter G Sanders University of Surrey p.sanders@surrey.ac.uk

Kent Prof Mick F Tuite University of Kent M.F.Tuite@kent.ac.uk

Leeds -vacant- University of Leeds

Leicester Dr Ed Hollox University of Leicester ejh33@le.ac.uk

London Prof EMC Fisher Nat'l Hosp for Neurology & Neurosurgery e.fisher@prion.ucl.ac.uk

London -vacant- Imperial College (Hammersmith)

London Dr Kevin M O'Hare Imperial College k.ohare@ic.ac.uk

London Dr Richard A Nichols Queen Mary and Westfield College r.a.nichols@qmul.ac.uk

London Dr Stephen Ansell The Natural History Museum S.Ansell@nhm.ac.uk

London Dr Francesca Mackenzie University College London f.mackenzie@ucl.ac.uk

Manchester -vacant- University of Manchester

Newcastle Trevor Jackson University of Newcastle t.r.jackson@newcastle.ac.uk

Newcastle Dr Kirsten Wolff University of Newcastle (Biol Sci) kirsten.wolff@ncl.ac.uk

Norwich -vacant- University of East Anglia

Norwich -vacant- John Innes Centre

Nottingham Dr John FY Brookfield University of Nottingham (Genetics) john.brookfield@nottingham.ac.uk

Nottingham Dr Richard D. Emes University of Nottingham Richard.Emes@nottingham.ac.uk

Oxford Dr SE Kearsey University of Oxford (Zoology) stephen.kearsey@zoo.ox.ac.uk

Oxford Prof Liam Dolan University of Oxford (Plant Sciences) liam.dolan@plants.ox.ac.uk

Oxford Prof Andrew OMWilkie University of Oxford (John Radcliffe Hosp) awilkie@molbiol.ox.ac.uk

Plymouth Dr David J Price University of Plymouth d.j.price@plymouth.ac.uk

Reading Dr Louise Johnson University of Reading l.j.johnson@reading.ac.uk

Richmond -vacant- Royal Botanic Gardens Kew

Sheffield -vacant- University of Sheffield

Southampton Dr Chris Franks University of Southampton C.J.Franks@soton.ac.uk

St Andrews Prof Mike Ritchie University of St Andrews mgr@st-andrews.ac.uk

Stirling Dr Cecile Bacles University of Stirling c.f.bacles@stir.ac.uk

Swansea Dr George E Johnson Swansea University G.Johnson@swansea.ac.uk

Ulster Dr Colum Walsh University of Ulster CP.Walsh@ulster.ac.uk

Warwick Dr. Jose Gutierrez-Marcos University of Warwick J.F.Gutierrez-Marcos@warwick.ac.uk

York Prof John C. Sparrow University of York jcs1@york.ac.uk
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The Genetics Society

welcomes Lynne Harris,

University of Edinburgh as

the new Postgraduate

Reprosentative.

I would like to introduce

myself to you all as the new

Postgraduate Representative of

the Genetics Society. I am a

PhD student based at the

Institute of Immunology and

Infection Research at the

University of Edinburgh,

where my research focuses on

the human immune response

to Plasmodium falciparum

infection. As the Society’s

Get involved!
The Genetics Society is now on facebook.

The facebook group provides information about

upcoming events that may be of interest to

members in addition to promoting informal

discussion amongst all those who share an

interest in genetics. The group may be of

particular interest to postgraduate student

members of the Genetics Society, with a wide

variety of postgraduate events and opportunities

currently being publicised on the group.

Postgraduate Rep I’m here to

provide a voice at the

committee level for

postgraduate student members

of the society. If you have any

ideas of further ways in which

the society can support its

postgraduate student members

please do get in touch with me.

I would like to take this

opportunity to thank Mr.

Tomasz Nowakowski for all his

hard work representing

postgraduate student members

over the last two years. Of

particular note, Tomasz has set

up an active Genetics Society

page on facebook. The

facebook group provides

information about upcoming

events that may of interest to

society members in addition to

promoting informal discussion

amongst all those who share

an interest in genetics. This

group is organised by students

for students/junior scientists

and is therefore particularly

relevant to postgraduate

student members of the

society.

Postgraduate Representative
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The annual autumn one-day

meeting, held for many

years in the impressive

surroundings of the Royal

Society, has become a

highlight of the Genetics

Society meetings calendar and

this year’s gathering was

outstanding. The theme of the

meeting this year was cancer

and speakers were chosen to

provide wide-ranging

perspectives on our current

understanding of the genetic

and molecular basis of the

disease. A primary aim was to

reflect upon the many ways in

which cancer research has

informed our fundamental

understanding of biology and

genetics. The meeting was a

huge success in this respect

and the presented research

provided fascinating insights

into recent advances in

epigenetics, genome regulation

and our understanding of

genetic variation and plasticity.

Terry Rabbitts (Leeds Institute

of Molecular Medicine) opened

proceedings, setting the bar

high with a talk on

chromosomal translocations in

leukaemia. He spoke about a

triple gene targeting strategy

developed in his laboratory to

fast-track the production of T-

cell specific translocations to

model leukaemias in mice.

Terry also presented data on

the use of single domain

antibody fragments as

inhibitors of intracellular

proteins. This approach has

been used successfully to probe

the role of the LMO2

transcriptional regulator,

revealing untapped potential

for the targeting of LMO2 in

cancer therapy. In keeping with

the aim of the meeting, the

work also gave insights into

lineage choices during T-cell

development.

In the second talk, Ashok

Venkitaraman (University of

Cambridge, MRC Cancer Cell

Unit) focussed on the

relationship between BRAC2

and RAD51 as a means of

understanding chromosome

instability and cancer

predisposition. He described

elegant experiments that have

revealed how these factors

contribute to homologous DNA

recombination, DNA repair and

cell cycle progression. Along

the way, Ashok made clear how

the study of factors identified

as tumour suppressors could

lead to an understanding of

fundamental aspects of cell

biology that could in turn point

towards targeted cancer

therapies.

After an opportunity for

discussion over coffee, Ken

Kinzler (Johns Hopkins

Medical Institute, Baltimore)

spoke about the impact

genome-wide characterization

is having on our understanding

of molecular pathways

The Genetics Society Autumn Meeting

Lessons for Biology and
Genetics from Cancer
Friday 12 November 2010, The Royal Society, London

Steve Dorus and Andrew Ward . University of Bath

GENETICS SOCIETY MEETING REPORTS

16 . GENETICS SOCIETY NEWS . ISSUE 64

16

The Genetics Society

President Veronica van

Heyningen presents

the Mendel medal to

Susan Lindquist
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underlying cancer and their

potential as novel therapeutic

targets. Ken presented results

from several tour de force

sequencing efforts to

characterize the “genomic

landscape” of a wide range of

cancers including breast,

pancreatic, colorectal and brain

cancers. This comprehensive

genomic approach has

identified novel signalling

pathways dysregulated in

pancreatic cancer

pathogenesis, a cancer for

which few therapeutic targets

exist. Similar approaches

identified somatic mutations in

IDH1 and IDH2 in malignant

gliomas and that these

mutations impact both the

clinical characteristics of the

tumours and the prognosis for

patients. Ken’s presentation

truly highlighted the power of

comprehensive, integrated

genomic approaches in the

study of human disease in the

post-genomic era.

Next, David Lane (A *Star

Singapore) moved proceedings

from the entire genomic

landscape to a single important

feature, the p53 transcription

factor and tumour suppressor

that he discovered. Dubbed

“the guardian of the genome”

(though referred to in

undergraduate exam answers

as anything from the “guard-

dog of the genome” to a

“molecular policeman”), p53 is

currently the gene most

commonly found to be mutated

in cancers. David focussed on a

number of revelations that

have emerged recently from

studies of p53 that will impact

on many aspects of cells

biology. For instance, he

mentioned an unusual

mutation that appears to be

specific to one tumour type

that may be activated only by

the pH environment in that

tissue. He also discussed novel

drug targeting strategies that

have emerged thanks to the

deep mechanistic

understanding of the biology

surrounding p53.

After lunch we reconvened to

hear Andrew Feinberg (Johns

Hopkins Medical Institute,

Baltimore) discuss his research

of the epigenetic basis of

human disease. Andrew

presented a compelling

overview of genome-wide CpG

shore methylation alterations

in cancers. He also discussed

fascinating models and

simulation results regarding

stochastic epigenetic variation

and its potential importance in

development, disease and

evolutionary adaptation. This

discussion certainly

transcended the meetings focus

on cancer and was an excellent

example of the wide-ranging

impact cancer research has had

on our basic understanding of

genome regulation and

development.

Anne Ridley (Kings’ College

London) spoke next, turning

our attention to signalling in

leukocytes and cancer cell

migration. The ability of cells

to cross the endothelial lining

of blood vessels is a key event

in cancer metastasis. Anne has

set about breaking this process

down using a variety of

techniques to study a cell type

that has the ability to cross

endothelial cells during

immune surveillance and in

cancer. This was a perfect

example of cancer studies

informing normal biology, and

vice versa.

The last speaker in this

wonderfully diverse session

was the Nobel laureate Tim

Hunt (Cancer Research UK,

London) who provided an

entertaining review of his

research into the role of

protein kinases and

phosphatases in mitotic cell

cycle regulation. Tim focussed

his presentation on his search

for the protein phosphatase,

PP2A-B55, which regulates exit

from mitosis. He

demonstrated that depletion of

this phosphatase accelerates

entry into mitosis and outlined

a series of interesting and yet

unanswered questions about

the regulation of this critical

cell cycle regulator. Tim's use

of mechanistic analogies

regarding cell cycle control

highlighted the elegance of his

biochemical studies and the

delicate balance between

kinase and phosphatase

activity in mitosis.

Stuart Orkin (Harvard Medical

School and Dana-Farber Cancer

Institute, USA) began the last

session and provided a detailed

Andrew presented a compelling overview of genome-

wide CpG shore methylation alterations in cancers.
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overview of chromatin function

and genome-patterns of

occupancy in cancer. Stuart

began by providing conclusive

evidence that similarities in

cellular programming of stem

cells and cancer are largely

attributable to a “cMyc” gene

regulatory network, also active

in ES cells. However, he showed

that a “pluripotency” network

is the key signature of ES cells,

while a third “polycomb group”

network identifies

differentiated cell types. These

relationships were not clear

from previous comparisons of

this sort, indicating that one

should be cautious in making

generalizations about the

similarities of genome

regulation in ES cells and

cancer. Stuart went on to

present data on the

relationships that exist

between factors within these

networks, revealing key

mechanisms for the control of

cellular function. This was a

breathtaking display of the

analytical power that can be

generated by combining whole-

genome analyses with (the

right kind of) deep drilling

studies.

Peter Ratcliffe (Oxford, UK)

spoke next, shifting attention

to hypoxia signalling, another

aspect of cell biology that has

been greatly illuminated by

cancer studies. Peter discussed

his work on oxygen sensing

and the essential function of

HIFs, hypoxia-inducible

transcription factors, and their

role in the pathogenesis of

renal cell carcinoma. Peter also

described a class of cancers

that result from inactivating

mutations in FH (fumerate

hydratase), the upregulation of

HIF and the promotion of

tumour growth and associated

tumourigenic processes such as

angiogenesis. The discussion of

dysregulated hypoxia pathways

transitioned seamlessly into an

interesting consideration of

cancer evolution from a

population genetics

perspective. Peter promoted the

idea that cancers are

constantly "living on the edge"

during their pathogenesis and

that understanding fitness

heterogeneity amongst

developing cancers could be

influential in the development

of new therapies.

The final talk was delivered by

Susan Lindquist (Whitehead

Institute, Cambridge) following

the presentation of the Mendel

medal by the Genetics Society

president, Veronica van

Heyningen. Susan provided an

incredible overview of her

research of heat shock proteins

and the amazingly diverse role

these proteins have on

ensuring proper cellular

function under a range of

conditions. She began by

describing her seminal work on

the role of HSPs in stress

tolerance and then outlined a

truly impressive range of

insights into the clinical

importance of HSPs in cancer.

This included a demonstration

that high expression of HSP in

cancer allows the evolution of

metastatic and drug-resistant

phenotypes. Susan poignantly

discussed the "balancing act"

HSPs play between the

prevention of human disease

and their role in the evolution

of invasive cancers. She ended

with a fascinating summary of

her incredible success using

yeast as a model for studying a

wide range of human

neurological conditions. This

included dramatic molecular

insights into the role HSPs play

in mediating these conditions

and exciting progress in

finding new therapeutic

compounds.

The day concluded with a

drinks reception which

provided one last opportunity

for speakers and attendees to

mingle and discuss a truly

outstanding set of

presentations. As a whole, the

meeting provided a fascinating

overview of recent progress in

the field of cancer biology and

successfully highlighted the

wealth and diversity of

biological insights resulting

from the study and treatment

of this disease.

Susan Lindquist during her presentation on

heat shock proteins.
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The 4th Mammalian Genes,

Development and Disease

Meeting, sponsored by the

Genetics Society, featured

Professor Alan Clarke as the

Keynote speaker. Professor

Clarke is the research leader of

the new Pathophysiology and

Repair Research Division

within the school of

Biosciences at Cardiff

University. He is also Director

of the Cardiff Cancer Research

UK Centre. This is a

partnership between Cancer

Research UK, Cardiff

University, Velindre NHS Trust

and Cardiff and Vale University

Health Board. His research

team has expertise in modelling

intestinal, breast and prostate

tumours in the mouse.

Professor Clarke’s talk, entitled

“Improving models of

colorectal cancer” was a tour-

de-force. Using conditional

mutagenesis, it is possible to

identify gene signatures for

early events in tumour

formation. These alterations

can then be introduced into

existing models such as the

ApcMin mouse, to see whether

this exacerbates or ameliorates

the phenotype in order to

provide greater insight into

early mechanisms. Professor

Clarke also spoke about his

work generating better models

of late metastatic events based

on alterations identified in

patients. These models provide

a better format for testing the

efficacy of therapeutic

compounds and demonstrate

that the right drug works in the

right context.

There were several excellent

short presentations from early

career stage researchers. Dr

Simon Tunster from the John

lab (Cardiff) started off the day

discussing his work on the

imprinted Phlda2 gene. Using

genetic models with loss of

expression and overexpression

of Phlda2, Simon was able to

show that Phlda2 acts as a

rheostat for placental growth

and plays a key role in

regulating glycogen storage. He

speculated that imprinting of

Phlda2 provided a mechanism

to boost nutrient supply to the

fetus late in gestation to

support enhanced growth.

Robert Jenkins from Donald

Fraser’s group (Cardiff)

discussed his work on

microRNAs and fibrosis of the

kidney during chronic kidney

disease. Alteration in the

expression of two micro RNAs

was linked to disease and Rob

was able to show that they were

co-regulated as a single

transcript by TGF-β1. Owen

Peters, a final year PhD student

with the Buchman group

(Cardiff), discussed his analysis

of a mouse model in which

gamma synuclein is over

expressed. His data revealed

exciting parallels with the

progressive neurological

disease amyotrophic lateral

sclerosis (ALS). Dr James

Caunt, a newly appointed group

leader at the University of

Bath, then presented his work

using high content microscopy

screening, which provides high

throughput information both

on protein expression levels and

their subcellular localisation, in

order to identify regulators of

ERK. He spoke in more detail

on one family of regulators,

DUSP1, 2, 4 and 5, and their role

in mediating ERK localisation

within the cell. After a break of

Welsh cakes and tea, Dr

Vasanta Subramanian, Reader

at the University of Bath,

presented her own work

investigating mouse iPS cells

derived by reprogramming

fibroblasts carrying the Talpid

mutation using a piggyBac

based reprogramming plasmid.

She went on to describe her

progress in generating iPS cells

from ALS patients to provide a

4th Mammalian Genes,
Development and

Disease Meeting
2nd July 2010, Cardiff University

Rosalind John . Cardiff University

David Tosh . University of Bath
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cell culture system in which

ALS can then be studied in

detail. Our next talk came from

Judith Reichmann, a post doc

with Dr Ian Adams based at the

MRC Human Genetics Unit in

Edinburgh. Judith gave an

excellent presentation on

Tex19.1 which is required for

germ cell development in male

and female mice. She strikingly

demonstrated that Tex19.1 is

required for pachytene stage

chromosomal paring in males

but not in females, which

instead present with a

metaphase defect. The next

presentation also involved

characterizing a defect in

chromosomal segregation but

in this case, a defect during

mitosis. Asha Recino (Bath), a

final year PhD student from the

Chalmers group, showed that

knock-down of RASSF7 leads to

a loss of the mitotic spindle

with a disorganization of

microtubles and abnormal

phosphorylation of key

proteins essential for mitosis.

Michael Ladomery, a Reader

from the University of the West

of England, then presented the

work of his group in

understanding the process by

which the WT1 regulates

splicing of VEGF into pro- and

anti-angiogenic forms and the

implication this holds for

patients with Denys Drash

syndrome who carry mutations

inWT1.

After lunch, the theme of

colorectal cancer was continued

by a PhD student, Christopher

Smith, from the lab of Jeremy

Cheadle (Cardiff). Chris

identified a common SNP for

colorectal cancer from Genome

Wide Association Studies

(GWAS). He suggested this

SNP might be important as a

prognostic indicator. Luke

Piggott from Richard

Clarkson’s lab (Cardiff)

described the potential for

TRAIL (Tumour Necrosis

Factor (TNF)-related apoptosis

inducing ligand) as an

anticancer agent in breast

cancer. Unfortunately the

majority of breast cancers are

resistant to TRAIL. In order to

overcome this resistance, Luke

repressed the expression of c-

FLIP (an inhibitor of TRAIL).

Luke showed that knockdown

of c-FLIP in breast cancer cell

lines was sufficient to induce

apoptosis. Shun Ming Yuen, a

PhD student from Nick Allen’s

lab (Cardiff) gave a talk on the

role of Bone Morphogenic

Protein in the differentiation of

embryonic stem cells (ESCs) to

neurones. Shun Ming showed

that addition of a BMP pathway

inhibitor (dorsomorphin) to

ESCs enhanced neural

differentiation. Jo Stewart-Cox,

a post-doc from Andrew Ward’s

lab (Bath), focused on the

generation of mouse models for

Alzheimer’s disease based on

overexpression of either

Dickkopf-1 or GPCRX, a G-

protein coupled receptor. Jo

showed that the transgenic

mice overexpressed the

candidate factors in an

appropriate spatial and

temporal pattern. Jessica

Charlet, a PhD student from

Keith Brown’s lab (Bristol),

talked about her work

investigating a possible

epigenetic link between MYCN

and neuroblastoma. She was

able to show that MYCN co-

immunoprecipitates with

Dnmt1 and Dnmt3a which

could suggest that MYCN

recruits these methylases to

specific gene promoters leading

to hypermethylation. Silvia

Lanati, a PhD student with

David Bates (Bristol) presented

in vivo data showing that

injection of a CCL21 antibody

inhibits the growth of

metastatic melanoma cells

expressing CCR7. The last talk

of the day was from Thierry

Jarde, a joint post-doc from the

labs of Alan Clarke and Trevor

Dale (Cardiff). Thierry showed

that inhibiting the Wnt

pathway (using a transgenic

Tet-on approach) was sufficient

to reverse the phenotype of

Wnt activation in the intestine.

Prizes of £50 were awarded to

Judith Reichmann, Asha

Recino and Silvia Lanati.

The next meeting will be held

on 1st July 2011 at Bristol

University.

www.cardiff.ac.uk/biosi/newsan

devents/events/mgdd/index.html

Jo Stewart-Cox, a post-doc from Andrew Ward’s lab (Bath),

focused on the generation of mouse models for Alzheimer’s

disease based on overexpression of either Dickkopf-1 or

GPCRX, a G-protein coupled receptor.



Over 140 delegates from 25

countries and four continents

attended the 8th International

conference on Pseudomonas

syringae pathovars at Oxford.

Talks and posters were held in

the Department of Physics

conference centre, with

accommodation and meals

provided at Trinity College.

The conference was opened

with an opening lecture by

Gail Preston in the University

Natural History museum

giving an overview of the

education and science history

of Oxford University. A wine

reception afterwards offered

the chance for delegates to see

some of the fabulous exhibits.

The following three days were

dedicated to research talks

spanning population,

evolution and molecular

genetics of the bacterial

pathogen and their plant

hosts. Day two talks focussed

on effector function and

pathogenesis, plant responses

to pathogens and an evening

session on genomics. Jim

Alfano and Jens Boch provided

contrasting insights to

Pseudomonas and

Xanthomonas effectors: the

Pseudomonas effector HopU1

is a mono-ADP-

ribosyltransferase that

specifically targets RNA-

binding proteins thus

potentially reducing

translation of key defence

transcripts. Conversely, the

TAL effectors of Xanthomonas

are DNA-binding proteins that

affect the transcription of

plant host gene expression to

promote host susceptibility.

In the afternoon, Cyril Zipfel

described how his lab has been

looking at the molecular

mechanisms underlying plant

basal resistance and

identifying the regulators of

pattern-recognition receptors.

Jennifer Lewis described a

high-throughput protein

interactor screen to identify

plant targets of the effector

HopZ1a while Gitta Coaker has

also been identifying key

players involved in defence

signalling. She discovered a

novel protein kinase that

controls phosphorylation of

RIN4, an important regulator

of plant basal resistance and

effector-triggered immunity

(hypersensitivity).

After providing food and

refreshments, many delegates

stayed on for an evening of

genomics, with Jack Peart

giving an overview of Illumina

next-generation sequencing

technology. Philip Bronstein

discussed its use in ChIP-seq

to identify protein binding

sites in DNA sequences and

David Studholme discussed

problems with generating

genome sequences with short

sequence-reads. Fortunately,

the session finished at 10pm to

allow weary delegates the

opportunity to take

refreshment in the local pubs.

On day 3, Dawn Arnold

provided fascinating insights

to the mechanism underlying

pathogen evolution within the

host, showing how a genomic

island with a virulence factor

moves between strains within

resistant plant hosts. Wenbo

Ma showed us how effector

HopZ1 suppresses plant

isoflavanoid production, which

is involved in the production of

antimicrobial compounds like

phytoalexins. David Baltrus

later described the sequencing

of multiple P. syringae

genomes in Jeff Dangl’s lab.

From this, they discovered for

the first time a large 1 Mb

megaplasmid in a subset of P.

syringae strains, although its

origin and role in pathogenesis

is still elusive. In the

The 8th International conference on
Pseudomonas syringae pathovars
31st August- 3rd September, Oxford

Robert Jackson . University of Reading

Gail Preston . Oxford University

Dawn Arnold . University of West England
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afternoon, a competition

session for best oral

presentation by a PhD student

was held – Karl Schreiber

(from Darrell Desveaux group,

University of Toronto) took

the honours with his

description of a forward

genetic screen to identify

regulators of bacterial

motility.

Light relief was provided in

the evening with a football

match between delegates at

the University Club. Sporting

dark blue (DC3000) or white

(1448A) conference T-shirts,

Profs, postdocs and students

took to the astroturf and

battled it out in a series of 4

games: team 1448A emerged

glorious champions!

In the genomics and

bioinformatics session the

next day, David Studholme and

Ian Toth provided insight to

the power of genome

sequencing for detecting

pathogenicity islands and fine-

scale variation within the

genomes of pathogens, which

is important for understanding

the evolution of virulence.

Magdalen Lindeberg followed

up with an overview of how

continuous research into

biological function helps to

feed into genome sequence

database entries and provide

more linkage between

bioinformatics and empirical

studies. Murray Grant gave a

superb presentation describing

how P. syringae targets plant

hormone pathways to disrupt

defence signalling and

response. Finally, John

Mansfield provided an

overview of the key discoveries

to date and the prospects for

making progress, particularly

in applying discoveries to

control disease (for example,

Cyril Zipfel has been

transferring PRR genes between

plant families to obtain broad

spectrum disease resistance).

A banquet in Trinity

Conference was held on the last

evening. With full silver service,

the banquet was a glorious

spectacle, especially for our

international colleagues. After

the prize giving and speeches,

the announcement of the next

conference venue was revealed

as Malaga, Spain, in 2014. We

would like to take this

opportunity to thank The

Genetics Society for generously

supporting our conference and

ensuring we were able to

provide an excellent scientific

programme.

Photos of the conference can be

found at: http://pseudomonas-

syringae.org/

www.genetics.org.uk . 23

Genetics Society
Sponsored Events

The Genetics Society is keen to

promote the study of genetics

to senior school pupils. One

way to do this is for

Universities to run conferences

for local schools. If you are a

GS member and would like to

run such an event in your

University or institute, please

contact the society’s office with

an outline plan and costing.
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Dan Lewis died on 30th

September 2009, aged 98. He

was a President of what was

then called the Genetical

Society and on his watch the

ownership of the journal

Heredity was transferred from

Cyril Darlington to the Society

and the Society celebrated its

50th Anniversary. Relevant

papers from the Lewis

collection on this era are being

deposited in the Genetics

Society archives.

The last two members of the

research staff working at the

John Innes Horticultural

Institution in the 1930s died

within three weeks of each

other: Dan Lewis on the last

day of September, Geoffrey

Beale on 16th October 2009. In

the mid 1930s, they had started

their careers in the right place

and at the right time for their

several talents, took full

advantage of the

circumstances and became

highly successful and

inspirational scientists.

There can be little doubt that

the JI was the foremost place

to be a geneticist in Europe. At

Kenneth Mather’s marriage in

1937, a poem was presented to

him. Of the 27 researchers and

support staff of the JI who

signed the poem, nine of them

were – or were to become –

Fellows of the Royal Society.

Of these two had no degrees

until they received honorary

ones!

During his career, Dan worked

with lettuces, apples, pears,

plums, cherries, raspberries,

tomatoes, cucumbers, roses,

the evening primrose

Oenothera organensis, two

tropical shrubs (Pemphis

acidula and Cratoxylum

formosum), Lantana, flax,

oilseed rape, cabbages,

radishes and the mushroom

Coprinus (now Coprinopsis

cinerea).

On leaving school, he spent a

period of 2½ years at the

nurseries of R. G. James near

Crewe, Treseder’s (then in

Truro) and finally at Hillier’s.

The Cornish experience was

frustrating. He was sent out as

a salesman for much of the

time, because his pay at £1.00

per week made him very cheap

labour. In 1930, his ambition

was ‘to get to Kew and if I

show enough ability and

keeness, might get onto the

24

Obituary
Professor Dan Lewis, FRS.
30th December 1910 – 30th September 2009.

President of the Genetical Society 1968 – 1971

Dan Lewis in 1955
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staff.’ Although he did not

pursue this aim, he was

eventually offered a job at Kew

– that of Director! He declined.

He would have had to resign

from the University Grants

Committee where, he believed,

he already had a much greater

influence on British biology

and, furthermore, he would

have been obliged to work and

live under the flight path to

Heathrow.

Dan was persuaded that to

progress further in

horticulture he should,

perhaps, get a degree. He

entered the University of

Reading in 1932. There, he met

and married Mary Phoebe

Eleanor Burry.

In the summer of 1934, he

attended a summer course

given by C. D. Darlington and

J. B. S. Haldane at The John

Innes Horticultural

Institution. Not only did they

make a great impression on

him, the reverse also appears

to have been the case.

Although he was awarded a

research scholarship by the

University of Reading and

began some research on the

absorption of solutes by

leaves, he accepted the offer of

the position of Assistant

Pomologist to Morley Crane.

The Annual Reports of the

John Innes for the years 1936-

1957 trace his development as

an outstanding research

scientist, culminating in his

election to Fellowship of the

Royal Society at the first

attempt in 1955.

He began his research on basic

genetics of apples, pears and

raspberries as well as on the

physiological effects of

temperature, chemicals and X-

rays on self-incompatibility. He

was coincidently developing

the techniques for examining

the behaviour of pollen in both

compatible and incompatible

situations and so establishing

the basis for his later work on

the genetics of self-

incompatibility. By treating

self and unpollinated flowers

of Conference pears with a

cold shock he obtained

parthenocarpic fruits. These

results were to have great

significance within a few

years.

At an early stage, he

appreciated the wider

implications of his research.

Not only was self-

incompatibility important in

fruit production, there was

also genetical interest because

the genes involved convey a

unique recognition between

pollen and style. Furthermore,

the system had implications

for the study of both

evolutionary and population

biology of plants. Self-

incompatibility is a means by

which hermaphrodite plants

can avoid inbreeding. His

thinking about the origins of

self-incompatibility led to an

early influential review The

Evolution of Sex in Flowering

Plants Biol. Revs., 17, 46-67,

1942, followed by

Incompatibility in Flowering

Plants Biol. Revs., 24, 472-496,

1949.

He was given some freedom to

work on an organism that was

not of direct horticultural

importance. In 1938 Sterling

Emerson had shown that the

very small population of the

evening primrose, Oenothera

organensis, from the Organ

Mountains of New Mexico

contained an exceptionally

large number of

incompatibility genes. Dan

saw the potential of this plant

as a model organism for the

study of incompatibility using

a plant rather easier to work

with than a tree. He began by

doubling the number of

chromosomes in the plant. The

incompatibility broke down.

Using the style as a highly

sensitive selector of mutations

in the pollen (induced by X-

rays on pollen developing in

buds), he showed the system to

be controlled by at least two

and probably three closely

linked genes. The controls for

these experiments were

initially unsatisfactory in that

he was unable to estimate the

spontaneous mutation rate. It

was here that his work on

pears prompted the answer.

There appeared to be a

FEATURES

The Annual Reports of the John Innes for the years 1936-

1957 trace his development as an outstanding research

scientist, culminating in his election to Fellowship of the

Royal Society at the first attempt in 1955.
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minimum number of fertilized

ovules within a capsule for

that capsule to swell and allow

seed development. By treating

the capsules with a powerful

parthenocarpic stimulant (β-

naphthoxyacetic acid) those

with very few or only one

fertilized ovule would swell

and produce a seed.

He found that one gene was

active in the style, another in

the pollen in O. organensis.

This process involved an

immunological interaction in

this species. Furthermore, this

was the first series of

experiments in which anyone

had been able to predict

precisely the type of

mutations that would be

obtained when subjecting cells

to a mutagen.

He applied the results of this

original work with Oenothera

organensis to cherries. By X-

raying cherry buds he

successfully “crossed”

Emperor Francis with

Bigarreau Napoleon, two

varieties that are not

compatible. Any cherry

produced should contain a

mutation allowing self-fertility.

He planted out more than 2,000

seedlings. Unfortunately, he

was thwarted in that the

Institution was told to stop

work on cherries. At least one

of these self-fertile “seedlings”

eventually arrived in Canada

to become a parent of the first

commercial self-compatible

cherry variety - Stella.

Dan’s physiological research

on the distylic system in

Primula showed that the

mechanism relied on an

osmotic interaction between

pollen and stigma and was

therefore different from the

evening primrose. Late in his

career, he began studying the

degeneration from tristyly to

distyly in the maritime shrub

Pemphis acidula (Lythraceae),

which he first saw during a

visiting professorship to the

University of Singapore. He

also began sorting out a very

complex system in the

Brassicaceae.

Based on his direct experience

of flowering plants and fungi,

he published in 1954 an

outstanding review

Comparative Incompatibility in

Angiosperms and Fungi in

Advances in Genetics. This

review has since been declared

a Citation Classic in two

different series of Current

Contents.

Alongside expanding the

evening primrose work, he

turned to the inkcap

mushroom, C. cinerea. This

fungus appeared to have a

similar multi-gene breeding

system to Oenothera, but it

would be even easier to work

with, did not need land for

growing and would enable him

to study mutation of the

breeding system in a way that

would never have been

possible with higher plants.

While on a year’s sabbatical at

the California Institute of

Technology, 1955-56, Dan

obtained a number of

biochemical and

morphological mutants that

would be essential for the

detailed genetic analysis of the

breeding system. Also during

this year at Cal Tech, he was

invited by the Provost of

University College London to

become Quain Professor of

Botany. He took up the post in

1957, and introduced genetics

as a core course in the first

two years of the

undergraduate teaching

programme.

On his move from the John

Innes to UCL he re-established

his research base very quickly

with C. cinerea in Bloomsbury

and ‘higher plants’ at Nuffield

Lodge. Whilst he maintained

his interest in plant

incompatibility, using the

facilities at Nuffield Lodge to

grow plants, he set up an

active research laboratory in

the Department working on

fungal genetics. He was still

interested in gene mutation

but having failed to crack the

incompatibility genes, a

problem he left to his long-

term JI colleague Peter Day, he

focused on metabolic mutants.

His first UCL paper (1961)

Based on his direct experience of flowering plants and

fungi, he published in 1954 an outstanding review

Comparative Incompatibility in Angiosperms and Fungi in

Advances in Genetics. This review has since been

declared a Citation Classic in two different series of

Current Contents.
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described the isolation of

suppressor mutations of a

methionine auxotroph,

uncovering a surprising

property of some of these

mutants; they were recessive

but failed to complement in

dikaryons. This stimulated

attempts to test gene

expression in somatic diploid

cells of C. cinerea rather than

dikaryons where allelic genes

were separated in different

nuclei. Though not the case in

this instance, several of his

students showed that amino

acid analogues could be used

to select for mutations

conferring resistance and

amongst these, there were

examples of unexpected gene

expression in the

diploid/dikaryon comparison.

One notable mutant isolated

at this time conferred

resistance to ethionine by

encoding an altered activating

enzyme that could

discriminate between

methionine and ethionine.

Dan was always excited by the

work going on in the

laboratory and he was a

constant source of

encouragement. Together

with his students he helped to

develop C. cinerea into a

wonderful model organism.

Today its genome sequence

has been published and it

continues to flourish in

laboratories around the world.

In 1961, Dan was invited back

to California for a semester to

teach. He was completely won

over by the course system in

American universities,

something that was already

being talked about in London.

He was very active in seeing

the new course unit degree

implemented throughout the

University of London and was

so convinced that it would

happen that he designed the

first year course in biology at

UCL before he left America. In

1963 he oversaw the move of

the Botany Department from

its old quarters above the

Slade School of Art (which it

periodically flooded) to the

purpose built Darwin Building

further down Gower Street.

For many years the Botany

Department then regularly

hosted the November meeting

of the Genetical Society.

Dan and Phoebe were wonderful

hosts and enjoyed bringing the

Department together socially,

something that the previous

Head had never done. Dan loved

a party, particularly in his own

home where they would

regularly invite students and

staff. His love of Mozart was

legendary and his love and

knowledge of plants never left

him. He and Phoebe created a

truly wonderful garden at their

country cottage near Newbury,

a place they escaped to most

weekends. Dan and Phoebe were

married for 70 years, celebrating

that anniversary four days

before Phoebe died on the last

day of 2003.

Dan was always excited by the work going on in the laboratory and he was a

constant source of encouragement. Together with his students he helped to develop

C. cinerea into a wonderful model organism. Today its genome sequence has been

published and it continues to flourish in laboratories around the world.

Professor Lorna A. Casselton FRS

Foreign Secretary and Vice President,

The Royal Society

Department of Plant Sciences,

University of Oxford

Oxford, OX1 3RB

Tel: 01865 275 837

David A Jones, CBiol, FSB, FLS

Emeritus Professor of Genetics, University of Hull

Emeritus Professor of Botany University of Florida

Past Co-Editor 'The Journal of Chemical Ecology'

Gagle Brook House, Chesterton

Bicester OXON OX26 1UF United Kingdom

44 (0)1869 243614
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A Taxi Driver Writes...

Interviews with a salmon
David Hosken . CEC, University of Exeter

Statistics are important, but

showing statistical

significance does not mean

you’ve shown something

important, and this is especially

true when data sets have high

dimensionality and require

many comparisons, as with

microarray analysis. This is

because false discovery rates

increase with an increasing

number of comparisons and

researchers need to control for

this. A recent paper in Journal

of Serendipitous and Unexpected

Results (http://jsur.org/v1n1p1)

highlights the problem to

perfection. The paper describes

the problems of false positives

in neuroimaging data, and to

make their case cogently (and

amusingly), they subject a dead

salmon to magneto-resonance

imaging. They show the dead

fish some images of humans in

various social circumstances

and compared brain activity

changes during the photo

presentation. They found

activity significantly changes

during presentations when false

discovery rates were not

corrected. Remember the fish

was dead. The paper is

extremely amusing - if nothing

else read the methods: “It is not

known if the salmon was male

or female, but give the post-

mortem state of the subject,

this was not thought to be a

critical variable.” - but it

nevertheless makes the point

opening this piece perfectly. I

suggest read it, ask your

students to read and discuss,

and then pass it on. It’s a

classic.

Bennett, C. M. et al. Journal of

Serendipitous and Unexpected

Results. 1:1-5.
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The Genetics Society offers a

whole range of options

when it comes to scientific

meetings within its remit. If

you feel that we should

organise a meeting in your

particular area of interest or

expertise, you must let us

know! While the full details are

available under the grant

schemes at the back of the

newsletter I’ll give a quick

overview to whet your appetite.

If you plan to organise a local

meeting within the remit of the

society, why not apply for ‘one-

off meeting sponsorship’ to get

support travel for that top-

notch speaker or to offer

discounted registration for

junior scientists? Levels of

sponsorship are currently up to

£2000,- and may be even higher

in the future! Meetings we have

sponsored in the last year

include meetings on

“mammalian genetics,

development and disease”, “the

first Scottish Drosophila

meeting”, and “integrating

genetic and cultural

evolutionary approaches to

language”

If your first Genetics Society

sponsored meeting proves to be

a success and you are thinking

of turning it into regular event,

you should enthuse your

research community to become

a Sectional Interest Group of

the Genetics Society. If

successful, this will provide

sustained funding for your

community to keep regular

meetings. The Society currently

has 12 Sectional Interest

Groups, but we’re always

interested in new topics

(http://www.genetics.org.uk/pag

e/3199/Sectional-Interest-

Groups.html).

The Genetics Society itself also

organises two annual scientific

meetings: one in spring linked

to the AGM and one in autumn.

The autumn meetings tend to

be at The Royal Society in

London, while the spring

meeting moves around the

country. The upcoming annual

meetings are on “Transposable

elements: their functional and

evolutionary biology” (1st

April, Edinburgh) and

“Phenotype and the flexible

genome, the role of epigenetic

processes in development and

human disease” (11th

November, London). These

meetings are advertised

elsewhere in the newsletter. As

a member of the Genetics

Society, you are warmly invited

to suggest topics for such a

meeting and become one of the

organisers. Being the organiser

of a Genetics Society annual

meeting is far from arduous because a lot of the

footwork (venue booking, catering, hotel booking,

formal invitations, publicity, etc.) will be done by

the Genetics Society office, in coordination with

the Meetings Secretary. Very often a member of

the Genetics Society will volunteer to join the

organisation of such a meeting. We are currently

looking for conference themes for 2013 onwards.

The recent Genetics Society meetings have been

on: Comparative Genomics and Diversity (2006),

New Horizons in C. elegans Research (2007),

Frontiers in Epigenetics (2008), The Evolution of

Sex and Asexual Reproduction (2008), Human

Genetic Disease: from Model Organism to the

Clinic (2008), Common Disease Genetics-Applying

Knowledge to Health, What’s Next? (2009),

Genetics and the causes of Evolution: 150 years

of Progress Since Darwin (2009); Mouse Genetics,

Think Globally, Act Locally (2010) and Lessons

from Cancer for Biology and Genetics (2010)

Occasionally, the Genetics Society will organise

or co-organise a major international conference

that runs over several days and is expected to

attract large numbers of attendees. A good

example is the forthcoming 4th International

Conference on Quantitative Genetics in

Edinburgh in 2012. See page 6.

Whatever the ambition for the meeting you may

be thinking about, the Genetics Society can

probably help! Apply online or drop me a not

with an informal inquiry

DJ.de-Koning@hgen.slu.se

Become involved in the scientific

meetings of the Genetics Society
By DJ de Koning
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At the beginning of August

this year, having just

finished my PhD and thanks to

the generous funding from the

Genetics Society, I was able to

attend the 2010 Yeast

Chromosome Structure,

Replication and Segregation

FASEB Summer Conference.

This year’s conference was

organised by David Toczyski,

Sue Jaspersen and Tony Carr

and took place in Carefree,

Arizona.

The Yeast Chromosome

Structure, Replication and

Segregation FASEB Conference

focuses on a number of key

areas, largely in budding and

fission yeast, such as

replication, with an emphasis

on replication control and

replication forks, as well as

DNA repair, the regulation of

cell cycle events, nuclear

architecture and organisation,

including chromatin structure

and telomere biology. Overall,

the meeting centres around

biological processes which

directly impact on chromosome

transmission and thus have a

profound effect on cellular

ageing and ploidy These

cellular processes are also of

significant interest in human

and medical biology,

particularly with regards to

cancer.

The Yeast Chromosome

Structure, Replication and

Segregation Conference was

organised into 9 sessions, 2

poster sessions and one

keynote address and was

attended by about 200

scientists, which included a

good mix of PhD students, post-

docs and principal

investigators.

The talks got off to an excellent

start with a session on

Genomic approaches and

systems biology, containing

talks by Ted Weinert and

Karim Labib examining

replication forks and genome

stability, which were also of

special interest to me with

regards to my PhD project.

Over the following four days,

the subsequent sessions all

lived up to the expectations set

by Sunday evening’s session,

concentrating on: Regulation of

cell cycle events, Chromatin

structure and gene expression,

Centromeres and kinetochores,

Mitosis and Meiosis, Telomeres

and Silencing, Nuclear

organisation and chromosome

stability, DNA replication and

DNA repair and recombination.

Particular highlights for me

included a talk by Joachim Li,

centred on DNA re-replication

and its ability to induce

genomic alterations and

instability, as well as a number

of talks about dysregulation of

cellular ploidy and possible

subsequent phenotypic

alterations, such as the talk

given by Orna Cohen-Fix. A

further eagerly awaited talk by

all conference delegates was

given by Steve Bell, presenting

the in vitro replication system

developed in his laboratory.

This talk was then nicely set

into context by John DIffley’s

keynote address.

Overall I immensely enjoyed all

the talks and learnt a lot, not

only from talks directly

relevant to my PhD project, but

I also appreciated the exposure

to further, related, fields of

study and the different

approaches and interpretations

presented throughout the 9

sessions.

Around 50 posters were

presented at each of the two

poster sessions and I had the

opportunity to present my

work at the first session. The

only drawback to this was that

I managed to see few of the
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FASEB Summer Conferences 2010:
Yeast Chromosome Structure, Replication and Segregation

8th – 14th August 2010, Carefree, Arizona

Georgina Fenwick . University of Sussex
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posters on display during this

session, with many having

been taken down by the end of

the session, due to the

organisation of these poster

sessions. Overall though, I have

vastly gained in presenting

experience and highly enjoyed

the experience of discussing

my work with others. Further, I

received very useful feedback

and opinions from a number of

other delegates. In the second

session, I was also able to make

full use of the poster session to

find out about the work being

presented by others, such as an

interesting poster by Yao Yu

presenting work on a C-

terminal patch in histone H4

and its impact on genome

stability.

My attendance at this

conference has not only

allowed me to further my

knowledge with regards to my

PhD project, but I have also

been able to acquire a greater

understanding of the wider

field into which my work is

integrated and have thoroughly

enjoyed the exposure to a

greater variety of scientific

topics, approaches and

interpretation. I also feel I have

benefited from the opportunity

to develop my presenting skills

and my ability to interpret,

question and converse about

both my work and the science

presented by others and have

thus acquired skills which will

stand me in good stead for my

future career. Finally, I have

also enjoyed the opportunity to

experience science very

differently and in a very

intense setting, be it listening

to talks, discussing posters, in

the pool, hiking, at breakfast or

late at night! I feel very

privileged to have been able to

attend this conference and am

sincerely grateful to the

Genetics Society for their

funding.

After attending the first two

meetings of European

society for Evolutionary

Developmental biology (Euro

Evo-Devo) at Prague (Czech

Republic) and Ghent (Belgium)

as a doctorate student, I

attended the third meeting of

Euro Evo-Devo that was held at

Paris, France from 5th July to

9th July 2010 as a postdoctoral

researcher. Despite starting off

with a fairly disappointed

emotion caused by the World

Cup results, the science at the

meeting fortunately cheered

everything up.

The Euro Evo-Devo conference

is held once every two years,

and this is the third meeting

since its inception in 2006. It

aims to promote evolutionary

developmental biology

worldwide through plenary

sessions, symposia, contributed

talks and poster sessions, and

attracts many important

speakers from outside Europe,

including researchers from the

Asia, the Oceania, and also the

South and North America. This

time, more than 450

participants had been attracted

to the relatively hot (over thirty

four degree Celcius: Figure 1)

and humid lecture theatres at

the Universite Paris Diderot,

Paris 7. Other than the four

plenary sessions, the talks are

mainly divided into the four

parallel sessions. With the

motivation of the reader in

mind, I am only going to

highlight a couple of sessions,

and apologise for those which

have not been mentioned.

Similar to the previous meeting

at Ghent, I reached the

conference center slightly

earlier than most of the

The 3rd meeting of European Society for

Evolutionary Developmental Biology

5th – 9th July 2010, Paris

Jerome Hui . University of Manchester
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participants did, and attended

the satellite meeting on an

emerging animal model – the

red flour beetle, Tribolium

castaneum. The meeting this

time at Paris is organised by

Sue Brown (Kansas State

University, US), Gregor Bucher

(Georg-August University,

Germany), Martin Klingler

(Erlangen University, Germany)

and Ernst Wimmer (Georg-

August University, Germany).

Comparison of the

developmental biology and

genomics of beetle to other

animal models including the

model fruitfly Drosophila

melanogaster continues to be a

major theme within this field.

Comparing to the satellite

meeting two years ago, many

exciting techniques and large-

scale projects are now

happening in the Tribolium,

such as the GAL4/UAS system

and systematic insertional

mutagenesis. During the

discussion session, it is also

agreed among the community

that the nomenclature of genes

reported in Tribolium

castaneum should (continue to)

be named as “Tc-X”. For

instance, the gene Deformed in

Tribolium should be named as

Tc-Dfd with its accession

number also reported in the

manuscript/paper. The attempt

of having a unique

nomenclature sounds trivial

but actually will be useful for

future text-mining and

databases purposes.

After the satellite meeting, one

of the keynote speakers

Marianne Bronner-Fraser

(Caltech, USA) kicked off the

“official” start of the Euro Evo-

Devo meeting. She introduced

the audience how gene

regulatory networks contribute

to the neural crest evolution.

By comparing data from model

vertebrates and non-model

organisms (such as lampreys),

it is showed that vertebrates

cranial neural crest migratory

routes are highly conserved,

while the trunk crest migratory

routes could be highly

divergent. On the next day,

another keynote speaker Enrico

Coen (John Innes Centre, UK)

gave a plenary lecture entitled

“Role of tissue polarity in the

development and evolution of

shape”. This talk highlighted

how genes interact with tissue

polarity that may influence

species diversity. Pat Simpson

(Cambridge, UK) then gave

another interesting plenary

talk on the evolution of

bristle/chaetes patterns in fruit

flies through regulatory

enhancers. The talk is

insightful into how dual gene

regulation evolved while

redundancy could be

maintained. The final plenary

talk was given by Philippe

Janvier (Museum National

d’Histoire Naturelle, France) on

early vertebrate fossil anatomy.

Using the latest scanning

technology, his talk reinforced

that minerals data will

undoubtedly continue to shed

light on our understanding in

morphological evolution.

There were also ten parallel

symposia, twenty contributed

talk sessions, and eight mini-

symposia that were held within

this meeting, which included

“Computational models of body

plan development”, “The neural

crest vertebrates, development,

fossils and evolution”, “Tarly
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Figure 1. Participant

cooled down during

the EED conference by

standing in front of

the fans.
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metazoan development and

body plans”, “Developmental

genetics of plant speciation”,

“Modelling evolution of

development”, “Evolutionary

innovations”, “Evolution of

Arthropod Development:

Maternal effects”, “Novelties in

plant evolution”, “The

Molecular developmental

mechanisms underlying

phenotypic diversification ”,

“Evolution of segmentation

and head patterning: the

arthropod view”, “Evolution of

flower development”,

“Establishing new model

systems in evo-devo”,

“Evolution and generative laws

of morphogenesis”, “EcoDevo:

adaption in real time”,

“Epigenetics in development

and evolution”, “The

population genetics of

development”, “Behavioral

EvoDevo”, “Evolution of stem

cells”, “Developmental

mechanisms of evolutionary

change in nervous systems”,

“Evolutionary developmental

genomics”, “Genetic and

developmental basis of the

evolution of complex traits”,

“Mechanisms generating flower

diversity”, “Evolution of

stomata and stomatal

physiology”, “Evolution and

generative laws of

morphogenesis”, “Evolution of

cis-regulation”, “Evolution of

vertebrate musculoskeletal

development”, and

“Developmental variability and

evolution”. The variety of

topics covered in these talks

represents the depth and broad

aspects of organisms and

research that this meeting and

the evo-devo field covered.

Finally, I would also like to take

the chance to thank both the

Biochemical Society and the

Genetics Society awarding me

the travel grant awards - to

attend this interesting and

insightful conference. The next

meeting is proposed to be held

in the summer of 2012. What’s

going to happen at that time,

who knows? But at least one

thing is for sure, evo-devo will

keep on expanding in terms of

both dimension and depth for

research.

(This report is submitted to the

both newsletters of the

Biochemical Society and the

Genetics Society).

Despite the fact that the

Hymenoptera comprise the

second largest order of insects

– the parasitoid taxa are

estimated to make up 10% of

terrestrial eukaryote species

alone – Hymenopterists are a

rather rare and illustrious

breed. It was therefore with

much anticipation that I

arrived at the 7th

International Congress of

Hymenopterists held in the

beautiful town of Köszeg,

Hungary.

The meeting kicked off with an

enthusiastic welcome by

organiser George Melika who

was adorned by an immense

hat made out of oak galls (wasp

induced - of course) for the

occasion. Given the incredible

diversity of Hymenoptera it

was no surprise that a good

half of the packed program of

presentations that followed

during the next four days dealt

with taxonomy at all levels

ranging from the subtle

difference between parasitoid

host races to the deepest

branches in the hymenopteran

tree in the Cretaceous. I

learned a great deal about the

considerable task of making

sense of this profusion of

forms and life histories.

Particularly striking was the

willingness to integrate

morphological and genetic

information and the realisation

that the challenges are often

analogous. When dealing with

ancient relationships,

7th International Congress of Hymenopterists

20th – 26th June 2010, Köszeg, Hungary

Konrad Lohse . University of Edinburgh
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phylogenetic signal tends to be

erased by convergent evolution

and backmutation, while over

more recent timescales, the

problem is finding informative

characters (whether genes or

morphology) in the first place.

However, there was no shortage

of novel ideas about how to

integrate morphological and

molecular data or where to

look for new and more

informative characters and the

high quality of the over 80

presentations (all held in a

single session) makes it

difficult to pick out a

representative selection.

István Mikó (North Carolina)

described how muscle anatomy

provides a wealth of

morphological characters,

which not only can be used to

resolve difficult basal

relationships in hymenopteran

groups that have few external

characters, but are also

arguably more interesting than

the notorious setae. On the

opposite end of the spectrum,

Ekaterina Shetsova (Lund)

gave a fascinating talk about

the interference patterns she

discovered on the veinless and

transluscent wings of tiny

Chalcidoid wasps. These

stunning colors, which appear

when the wing is held against a

dark background and may play

a role in sexual selection, often

differ between otherwise

morphologically very similar

species and may therefore

prove useful as taxonomic

characters. Barb Sharanowski

(North Carolina) presented a

set of new nuclear genes, which

are informative about basal

relationships in Braconids and

Evaniids and Matt Buffington

(Washington) showcased a

method to selectively amplify

host and parasitoid DNA-

barcodes from parasitized

tephritid fly puparia. Given

sequences from identified

reference material, these can

be used to discover and

quantify complex host

associations. Finally, there

were a number of thoughtful

presentations and many more

coffee, beer and gulasch-fuelled

discussions inbetween and

after sessions about collecting

and collections in the

molecular age and the

difficulty of dealing with a

history of taxonomic confusion

(Forshage, Stockholm).

The non-taxonomic share of

the talks covered a diverse and

fascinating range of topics

from experimental work on the

host specificity and viral

symbionts of bio-control agents

(Muirhead, Adelaide) to

detailed studies of

Hymenopteran evolution and

ecology. Rikio Matsumoto

(Osaka) explained how spider

parasitoids manipulate the

weaving behaviour and nets of

their hosts to their advantage,

Simon van Noort (Cape Town)

described the intriguing life

history of an intertidal wasp,

which parasitizes spiders

occupying whelk shells and

Astrid Cruaud (Montpellier)

took the audience on a tour de

force of figwasp biology. Last

but not least, there was a

special session on gall wasps

featuring a range of fascinating

talks by many of our (the Stone

group, Edinburgh)

collaborators from around the

world, most of whom I met for

the first time.

The conference went smoothly

apart from the dinner, which

was interrupted by what

appeared to be at first sight (to

me at least) a very large

hornet. The intruder was met

with affectionate curiosity and

within seconds an impressive

range of nets was produced and

a race to catch the rabid insect

ensued. Once in the safe

confinements of the collecting

vial, the specimen was

identified as an exceptionally

large Tabanid (Diptera) and

quickly dispatched back into

the Hungarian night.

I would like to thank the

Genetics Society for awarding

me a Junior Scientist Travel

Grant, which made my visit to

this conference possible.
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The non-taxonomic share of the talks
covered a diverse and fascinating range
of topics from experimental work on the
host specificity and viral symbionts of
bio-control agents (Muirhead, Adelaide)
to detailed studies of Hymenopteran
evolution and ecology.
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Two things overwhelmed me

as I arrived in Portland.

The first was the sheer beauty

of the city, draped in sun and

set against the backdrop of the

Tualatin Mountains. The

second was the massive size of

the Evolution meeting. With

2000 participants, 1500 talks

and 400 posters, there was a lot

to see in five days and I was

worried that my own work

would be lost amongst the

others.

Despite the overwhelming

amount on offer, my nerves

dissipated as I saw the opening

speaker, Sean B. Carroll of the

University of Wisconsin,

Madison. He won the 2010

Stephen Jay Gould prize for

science communication, and

upon hearing his talk one saw

that this was well earned. Sean

enthusiastically spoke on

Darwin and Wallace’s trek

through South America,

collecting the vast evidence

needed to ferment the theory of

evolution. His infectious

passion spread around the

room, especially after

exclaiming “We have the best

job in the world”. Most

evenings saw a presidential

address from the three societies

hosting the conference. The

standout of these for me was

from the ebullient H. Allen Orr,

explaining how recently we are

more able to test unusual

hypothesis using the vast

amount of available genetic

data. This lecture also gave us

a chance to hear his witty

reflections as a scientist. In

particular he mused on how his

own hypotheses have been

disproved; a pain that every

graduate student knows all too

well.

Outside these plenary talks, it

was a non-stop rush running

amongst the fourteen

concurrent sessions. From a

personal view, highlights

included a talk from Aniel

Agrawal (Toronto) on how

switching between different

environments causes sexual

reproduction to evolve in

monogont rotifers. Nat Sharp, a

PhD student in Aniel’s lab,

discussed unusual results on

how genetic quality can

influence an individual’s

mutation rate. Manus Patten

(Harvard) produced an

attractive model detailing how

fitness variance can be

maintained in a population by

multiple sexual antagonistic

loci. Despite initial nerves, as I

rose to present my own work I

felt instantly relaxed and

greatly enjoyed giving my talk.

The most unusual lecture came

from Fyodor Kondrashov, this

year’s recipient of the

Dobzhansky prize, whose work

was surprisingly influenced by

astronomy. Inspired by

Hubble’s experiments that

showed the universe is still

expanding, he applied similar

methods to protein families to

deduce that these are still

evolving and changing, even

after millions of years.

The two poster sessions gave

tired delegates a chance to

recharge and converse over a

Evolution 2010
25th – 29th June 2010, Portland, Oregon, USA

Matthew Hartfield . University of Edinburgh

The Evolution 2010 conference was a fascinating
experience; it gave this young Brit a chance to see
what our friends in North America research, and I
left brimming with ideas that I hope to implement
in the future.
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glass of locally brewed beer,

and I ploughed through to pick

up some exciting ideas.

Inspiration came via Amy

Dapper’s poster (Indiana),

which contains some

unexpected modeling results on

sexually antagonistic

convolution. These dynamics

have different effects on the

evolution of a recombination

modifier depending on what

sex it resides in.

Despite the busy days there

were moments to relax outside

the confines of the conference

center, including a picnic held

in the picturesque grounds of

Portland Zoo. With the world

cup taking place at the same

time, vast crowds took time out

during lunch to catch up on the

latest matches. The Evolution

2010 conference was a

fascinating experience; it gave

this young Brit a chance to see

what our friends in North

America research, and I left

brimming with ideas that I

hope to implement in the

future. As such I am extremely

grateful to the Genetics Society

for providing funding that

allowed me to attend this

meeting.
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On a sunny Sunday

afternoon I arrived on the

EMBL campus which is

surrounded by picturesque

German countryside and a few

cow paddocks. The Meeting was

held at the new EMBL

conference centre which is

shaped like a double helix and

harbours a big lecture theatre

in the basement and a bar on

the roof. After some tea and

coffee the opening session

commenced with a Memmorial

Session for Leena Peltonen, the

former head Human Genetics at

the Wellcome Trust Sanger

Institute who has made

substantial contributions to

molecular genetics and died of

bone cancer in March this year.

Due to the development of the

next generation sequencing

technologies the field of

Genomics is currently

progressing at a very high pace.

Consequently some of the

speakers presented very

impressive results that only a

few years ago did not seem

possible. The first keynote

lecture was given by Kári

Steffánsson the head of deCode

genetics in Iceland, who

presented fascinating results

for various Genome-wide

association studies of the

Icelandic population.

Particularly interesting was

also the talk of Vivian Cheung

from the Howard Hughes

Medical institute at the

University of Pennsylvania.

Her group performed a linkage

study for gene expression and

identified over 1,000 trans-

acting regulators. They were

able to validate the majority of

those by gene knockdown.

Another highlight was the talk of Svante Pääbo

from the Max Planck Institute for Evolutionary

Biology in Germany. His group sequenced the

Neandertal Genome and compared it to the

human Genome sequence identifying a number

of remarkable differences. A lot of the other

speakers showed very interesting results,

including several talks on RNAseq and ChIPseq.

My 15 minute presentation was scheduled on the

last day of the meeting. It was my first talk at a

conference, so the two screens and the huge

lecture theatre were a bit intimidating. In the end

all went fine and none of the questions were

particularly hard to answer.

Fortunately the EMBL not only has a double-

helixed conference centre but also an excellent

canteen which served great food and during the

three days of the Meeting we ate like kings. Most

of the evenings ended on top of the double-helix

building with a great view and some German

beer. I am very grateful to the Genetics Society

for awarding me a Junior Scientist travel grant to

allow me to attend such a great event and was

very honoured to be able to present my research.

EMBO/EMBL Symposium Human Variation:

Cause and Consequence

20th – 23rd June 2010. Heidelberg, Germany.

Benjamin Lehne . Department of Medical and Molecular Genetics, King’s College London
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The recent GRC Plant

Molecular Biology

conference welcomed

approximately 150 delegates to

Holderness, New Hampshire.

The meeting was held at a

private boarding school where

delegates ate, slept and

socialised on campus which

allowed for a tight knit

conference with excellent

networking opportunities.

There were morning and

evening talks while afternoons

were free for swimming,

hiking, canoeing or football;

essentially summer camp for

plant biologists. It covered a

broad range of topics

including crop improvement,

natural variation, epigenetics,

protein dynamics, hormones

and plant disease. I will

highlight the talks I found

especially interesting.

Joe Ecker (The Salk Institute,

California) discussed how

epigenetic modifications

influence natural variation in

Arabidopsis thaliana. His lab

sequenced various Arabidopsis

ecotypes and identified DNA

regions with identical

nucleotide sequences but had

differences in cytosine

methylation. These

modifications influenced gene

expression and may explain

some of the phenotypic

variation between Arabidopsis

ecotypes. These experiments

will ultimately shed light on

the role and influence of

epigenetic modifications on

phenotype and species

evolution.

Zach Lippman (Cold Spring

Harbor, New York) discussed

advances in plant heterosis, the

increased vigour and yields

observed in hybrid offspring

from different varieties of

plants. He described an allele of

SINGLE FLOWER TRUSS in

tomato that increases fruit

numbers in hybrids when

present as a heterozygote, a

phenomenon known as over

dominance. He also presented

data suggesting that a single

heterozygous allele can also

influence hybrid vigour in

other species including

Arabidopsis. This phenomenon

will be important for plant

breeding and the identification

of over dominance in

Arabidopsis will allow its

genetic basis to be more easily

dissected.

Another highlight of the

conference was a talk by

Olivier Voinnet (University of

Strasbourg, France). He showed

that a virus encoded protein

disrupts the microRNA

silencing pathway in plants. In

turn, plants fight back by

activating alternative RNA

silencing pathways that are

thought to be highly efficient

at degrading viral RNA. This

observation suggests a

competition between the plant

and virus at the level of RNA

silencing.

I enjoyed the talk by Rob

Martienssen (Cold Spring

Harbor, New York) who

described how small RNAs, the

Gordon Research Conference
in Plant Molecular Biology

18th – 22nd July 2010. Holderness, New Hampshire, USA.

Charles Melnyk . University of Cambridge

Two very interesting talks
discussed recent advances in
plant disease resistance. Jeff
Dangl (University of North
Carolina, Chapel Hill)
presented data indicating that
metacaspases in plants control
the spread of cell death.
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specificity determinants of

RNA silencing, may move from

the pollen vegetative nucleus to

the sperm cell. He suggested

that small RNAs move to the

developing embryos and

gametes to influence

transposable element

expression. This would allow

parents to exert influence on

the developing seed. These

sRNAs may also affect

epigenetic marks which could

be passed through generations

to influence plant phenotypes.

Several talks at this meeting

also focused on

biotechnological applications.

One area of interest was the

engineering of proteins to

recognise and cleave specific

DNA sequences. Ulla Bonas

(Martin-Luther University,

Germany) identified protein

repeats that bind specific

nucleotide base pairs while Joe

Petolino (DOW Agroscience)

demonstrated that engineered

zinc finger nuclease could

excise out specific DNA

regions. These technologies

could be useful to modify

transcription factor specificity,

perform artificial homologous

recombination or generate

knock out mutants in plants.

Two very interesting talks

discussed recent advances in

plant disease resistance. Jeff

Dangl (University of North

Carolina, Chapel Hill)

presented data indicating that

metacaspases in plants control

the spread of cell death.

Surprisingly, he could uncouple

local cell death observed at a

site of pathogen infection (the hypersensitive

response) from resistance to the pathogen.

Whether the hypersensitive response is a cause

or a consequence of the pathogen remains to be

determined. Paul Schulze-Lefert (Max-Planck-

Institute for Plant Breeding Research, Germany)

spoke about the evolution of a fungal pathogen

in cereals. He showed that in Blumeria graminis

extensive gene loss made it dependent on its host

and unable to survive on its own. This loss also

meant that it could not return to its ancestral

state and will remain dependent on the host, an

interesting example of irreversible evolution.

There were 37 other speakers who presented

their data which made for a very thought

provoking and enjoyable meeting. In addition to

excellent science, the buffet food (including

lobster one night) and 25 microbrewed local

beers should sway those considering attending in

the future. I would like to thank the Genetics

Society for providing funding to attend this

conference.
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All population geneticists’

dream is to have the

genome sequenced for every

sampled individual in a

population. With the recent

advances in second-generation

sequencing technologies (454,

Illumina, etc), scientists have

now gathered a tremendous

amount of sequence data at a

fraction of the cost of older

projects. However, many

analysis challenges arise from

dealing the typically shorter

sequence lengths and unique

sequencing error profiles of

these technologies.

In July 2010 I attended the 18th

International Conference on

Intelligent Systems for

Molecular Biology (ISMB) and

the prior special interest group meeting on High

Throughput Sequencing Analysis and

Algorithms (HitSeq) in Boston, USA. With 9

parallel sessions and posters presented by

around 1400 attendees, it is a conference where

scientists of different disciplines gather together

to unveil informatics tools or algorithms to study

the latest biological datasets and report novel

findings. The key talks by leading researchers

were all inspiring and below I will present a few

of my personal highlights of the conference.

18th International Conference On Intelligent

Systems For Molecular Biology

9th – 13th July 2010, Boston

Isheng J. Tsai . Wellcome Trust Sanger Institute, Cambridge
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The two main uses scientists

have for genomic sequences are

to obtain an accurate reference

genome by de novo assembly

and the detection of novel

variations.

In the assembly session of the

conference, Ole Schulz-

Trieglaff (Illumina) suggested

that the assembly of bacterial

genomes is considered to be a

solved problem, by showing the

result of assemblies using

Velvet in difficult bacterial

genomes, such as Tuberculosis

which possesses an extremely

high and therefore problematic

GC content. Jared Simpson

shed light on bigger and more

complex genomes by describing

a new short read assembler

that first indexes sequence

reads in a efficient string graph

framework, and then extracts a

consensus from the graph

using algorithms that are

similar to the overlap-layout-

consensus (OLC) approach

used by capillary read

assemblers). The advantage of

the OLC approach is that

genomes in scales of gigabases

can be assembled and all reads

from different technologies can

be assembled together in a true

‘hybrid’ fashion. Aaron

Klammer (Pacific Biosciences)

presented a de novo assembly

of a bacterial genome using

SMRT sequences. These

sequences, which can be an

amazing 2kb in length (even

longer than capillary reads),

can resolve long repeat

structures typically a problem

in the assembler context. The

use of strobe reads, which are

multiple subreads from a single

large fragment of DNA, can

simplify the scaffolding of

contigs.

Once an accurate genome

sequence is obtained, the next

logical step is to identify

genome-wide variants. Iman

Hajirasouliha presented a very

intuitive talk, which utilised the

fact that most sequence reads

are paired in order to

characterise novel sequence

insertions in the human

genome. If a set of read pairs is

such that each pair has only one

read of the pair uniquely

mapped to the reference

sequence, it is quite possible

that the unmapped reads are

novel insertions that are not

part of the reference sequence.

As the length, qualities and

especially yield of sequence

reads are constantly improving

in all technologies, scientists

are adapting well to these

changes and have demonstrated

many inspirational ideas. Two

different talks by Or Zuk (MIT)

and Vikas Bansal have proposed

the use of computational

algorithms to distinguish

correct genotypes as well as

SNPs in a sample pooled with

known individuals. Rather than

redundant coverage from a run

per individual, this ensures in a

pooled sample every individual

would get sufficient coverage.

Vikas further showed a

contingency table based test to

distinguish sequencing errors

from true rare SNPs in a pooled

sample. I find this topic

especially intriguing and

relevant as all my samples are

pooled due to not enough

starting DNA material per

individual.

With all the interesting talks

out there I managed to present

my poster on an algorithm we

have developed to improve

existing genome assemblies

using Illumina reads. I expected

researchers undertaking

genome sequencing projects

would show interest – and

indeed they did. I was very glad

to discuss assembly challenges

specific to different organisms

and I agreed to test my

programs on genome

assemblies such as cod, coral

and even crocodile!

The talks reviewed above are

only a fraction of the diverse set

of topics presented in the

conference. To name a few:

analysis on alternative splicing,

copy number variations and

RNA-seq are topics that are

thriving with talks. Outside the

conference Boston is a great

city packed with history. I

enjoyed walking through the

freedom trail as well as having

lobster for dinner! I also visited

Harvard University and while

not being superstitious, I rubbed

John Harvard’s foot for a

possible breakthrough in my

research. Thanks to the

Genetics Society for the junior

scientist travel grant which

made this trip possible.

Just for luck!
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The Translational

Control Meetings are

run annually jointly

between Cold Spring Herbor

Laboratories and the

European Molecular

Biology Laboratories. This

year’s meeting was hosted

by Cold Spring Harbor and

was organised by Thomas

Dever (NIH), Paul Fox (The

Cleveland Clinic), Alan

Hinnebusch (NIH) and Elisa

Izzaurralde (Max Planck

Institute).

This Meeting was the first

time for me at Cold Spring

Harbor and I did not know

what to expect. By reputation

among my colleagues, these

meetings are known for their

excellence. My PhD work is

focused on the micro- RNA

dependent regulation of

molecular and cellular

processes during mouse

neural development, but I

wanted to get myself up to

speed with the molecular

biology of translation, which

is the step in gene expression

pathway where micro RNAs

play the most important role.

In addition, I was hoping to

meet people who work on

micro RNAs, such as Witold

Filipowicz, Elisa Izzaurralde,

or Matthias Hentze and get

them to comment on my work

as I entered the final year of

my PhD studies and consider

various places for

postdoctoral research. After

arriving at the JFK airport on

Monday afternoon 13th

September, I headed straight

to the Grace Auditorium at

Cold Spring Harbor

Laboratories, where the

meeting kicked off with an

evening session devoted to

structural biology chaired by

Jonathan Dinman (University

of Maryland) which went on

till around 23:00.

Second day comprised two

sessions with talks chaired by

Jon Lorsh and Gregor Meyers.

Presentations were very often

at a very high level. A major

difference from the most other

scientific meetings and

conferences I have attended

before was that each session

chairpersons prepared a 10 to

15 min presentation which

they used to introduce the

field, key observations and

recent progress. They also

helped put talks in a broader

context which was extremely

helpful in understanding the

content of some of these talks

which I would otherwise find

impossible to follow.

The poster session and an

open-air cheese and wine

party were both very well

attended and a great ice-

breaker with a number of

Cold Spring researchers

crashing in. It was with

pleasure that I met about a

2010 Translational
Control Meeting, CSHL
13th – 17th September, Cold Spring Harbor, USA

Tom Nowakowski . University of Edinburgh

Overall, the meeting comprised
over 80 oral presentations,
nearly 250 posters with
approximately 350 participants
in total. It was a great
opportunity to meet the key
researchers working in the field
of translation and post
transcriptional gene regulation.
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dozen fellow Poles who work

in various laboratories around

the world, mainly European.

Two sessions were of

particular interest and

relevance to my work. Wayne

Sossin (McGill) chaired a

session on mechanisms of

translational control in

signalling, development and

the central nervous system.

Selected presenters included

Tsuyoshi Udagawa from Joel

Richter’s lab who spoke about

physiological importance of

translational control in

neuronal activity, but also

Anirban Paul from Cold

Spring Harbor and Claudia

Bagni from Leuven who spoke

about disruptions in the key

molecules involved in

translational regulation in

animal models of diseases

such as the Rett Syndrome or

the Fragile X Syndrome.

Furthermore, Angus MacNicol

(University of Arkansas) gave

a stimulating talk about his

work on stem cell specific

translational regulation by

Musashi protein and its

regulation during

development.

The final session which

concluded the meeting was

chaired by Sunnie Thompson

(University of Alabama) and

included a few talks devoted

to micro RNA regulation

delivered by Thomas

Duchaine (McGill) about the

interplay between RNA

induced silencing machinery

and deadenylation as well as

from Marina Chekulaeva from

the Filipowicz lab (FMI,

Switzerland) who investigated

the structure -to- function

relationship of GW182 protein

in micro RNA regulation of

messenger RNA translation.

Overall, the meeting

comprised over 80 oral

presentations, nearly 250

posters with approximately

350 participants in total. It

was a great opportunity to

meet the key researchers

working in the field of

translation and post

transcriptional gene

regulation. Excellent

organisation and great

selection of talks made

participation well worthwhile.

I strongly recommend the

Cold Spring Harbor Meetings

for everyone young researcher

pursuing career in science.

After the meeting I took the

opportunity of spending a few

days in downtown Manhattan,

during which I visited the

Ground Zero as well as the

American Museum of Natural

History which houses one of

the most incredible collections

of wildlife fossils beautifully

organised to present the key

facts about evolution to the

general public.

I truly enjoyed the 2010

Translational Control Meeting

at Cold Spring Harbor and I

wish to take this chance to

thank the Genetics Society for

making my attendance to this

meeting possible by

contributing towards the costs

of my travel. I greatly

appreciated attending this

meeting and it was a great

opportunity not only to meet

some of the most prominent

scientists working on

molecular mechanisms of

gene expression, but also to

present my work and get a

feedback from an

international audience.

It was a great opportunity to meet the
key researchers working in the field of
translation and post transcriptional gene
regulation. Excellent organisation and
great selection of talks made participation
well worthwhile. I strongly recommend
the Cold Spring Harbor Meetings for
everyone young researcher pursuing
career in science.

A group of attendees

enjoying a drinks

reception at Cold

Spring Harbor
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Chromatin remodelling

complexes, such as the

BAF complex, have recently

been implicated in nuclear

reprogramming, a process

that reverses the

differentiated states of

somatic nuclei. The aim of

my project was to conduct a

preliminary investigation

into the possible

involvement of the BAF

complex in nuclear

reprogramming, exerted by

Xenopus oocytes, after the

injection of somatic nuclei

into the germinal vesicles.

The BAF complex contains

several subunits and of these,

BRG1 is the functionally

essential ATPase subunit. A

dominant negative BRG1 myc-

tagged protein was used in

this project in attempt to

knock down the endogenous

BAF complexes in Xenopus

oocytes. This dominant

negative mutant has a K to R

mutation, designed to render

the ATPase domain inactive. A

wild-type myc-tagged BRG1

protein was also used in this

project to assess the effect of

BRG1 overexpression on

nuclear reprogramming.

Both wild-type and mutant

BRG-myc proteins were

efficiently expressed and

transported into the GVs after

mRNA injection. Both

proteins could be readily

detected in the BAF complex

pull down, using anti-BAF57

antibody. As BRG1 interacts

indirectly with BAF57 in BAF

complexes, this indicated the

incorporation of these

proteins into the native BAF

complexes. If the

incorporations are true, these

results suggest exchange of

the core BAF complex

components in vivo, contrary

to the in vitro data previous

observed. It should be noted

that although incorporation

was observed in a repeated

experiment, the degree of

incorporation was not

consistent. The oocytes were

not healthy before dissection

for the repeated co-

immunoprecipitation

experiments. However, though

not previously observed, it is

also possible that BRG1 form

heterodimers or stable sub-

complexes with BAF57 in the

GV nucleoplasm. In this case,

the detected wild-type or

mutant BRG1-myc association

with BAF57 could reflect a

mixture of those in the BAF

complex and in the stable sub-

complex.

An unexpectedly high

percentage of the endogenous

BAF complex, ~80%, had

incorporation of the wild-type

BRG1-myc compared with

native BRG1. One possible

explanation is that the 6ng of

mRNA injected overwhelmed

the translational machinery,

directing efficient translation

to the injected mRNAs but not

to the native mRNAs. It could

be that newly transcribed

BRG1 proteins are much more

efficiently incorporated into

the BAF complex.

Furthermore, if the core

components of the BAF

complexes were freely and

highly exchangeable, one

would assume there would be

competitions between the

BRG1 proteins for

incorporation. These

experiments need to be

repeated for reproducibility.

Sox2 is a pluripotency gene

and its reactivation in the

transferred somatic nuclei

indicates nuclear

reprogramming taking place.

Compared to the wild-type

BRG1-myc expressing oocytes,

the ATPase inactive mutant

BRG1-myc expression

markedly inhibited Sox2

reactivation over 48-72 hr. This

indicates that the BAF

complex is indeed involved in

the nuclear reprogramming

events as the overexpression

A role of chromatin remodeling complex, BAF,
in nuclear reprogramming in Xenopus oocytes

Student: Joe Kuo, Supervisors: Prof. John Gurdon & Dr Kei Miyamoto, University of Cambridge



SUMMER STUDENTSHIP REPORTS

www.genetics.org.uk . 43

43

of BRG1 promotes Sox2

reactivation, while knocking

down the BAF complex by the

ATPase inactive BRG1 mutant

inhibited Sox2 reactivation.

qPCR experiments indicated

the BAF complex may also

downregulate cJun

expression. The unparallel

regulation of Sox2 and cJun

by the BAF complex is

perhaps unsurprising as many

chromatin remodeling

complexes mediate context

dependent regulation.

Co-immunoprecipitation

experiments anti-myc

antibody for pull down, with

subsequent anti-BRG1

antibody for detection, showed

the association of both the

wild-type BRG1-myc and

ATPase inactive BRG1-myc

proteins with the native BRG1

protein. This may represent

association between free

proteins, i.e. not in the BAF

complex. In this case, the

native BRG1 may be fully

replaced in the BAF

complexes. However, it is also

possible that the wild-type

BRG1-myc and ATPase

inactive BRG1-myc associate

with the native BRG1 in the

BAF complex. Unfortunately

the stoichiometry of the BAF

complex is still not well-

defined in vivo. This presents

an intriguing question of how

the ATPase inactive BRG1

mutant exerts its effects on

nuclear reprogramming,

whether it is by binding, and

thus inhibiting, the functional

BRG1 proteins in the BAF

complexes or by replacing the

functional BRG1 proteins in

the complexes.

Self-incompatibility (SI) is

a mechanism that

prevents self-fertilization

and aids gene flow through

pollen in hermaphrodite

plants. Despite the

disadvantages associated

with the loss of SI, it is a

relatively common

phenomenon. The ecological

and genetic factors that

promote selfing are still

poorly known. However, the

great variance in strength of

SI that has been observed

among North American

populations of Arabidopsis

lyrata may offer an answer to

the questions about how SI is

lost and why it is beneficial to

the population to be selfing.

In other species (e.g.

Arabidopsis thaliana),

mutations at the locus

controlling the recognition

part of the SI reaction (the S-

locus) have been implicated in

the loss of SI and transition to

inbreeding. In this study, a

strong connection was found

between one allele (AlSRK19)

at the locus controlling the

female part of the SI reaction

and self-fertilization.

However, sequencing of the

allele confirmed that SRK

doesn’t play a direct part in

the switch to self-

compatibility, as no mutations

associated with self-

compatibility were found.

Initial genotyping of individuals from both

self-incompatible and self-compatible

populations in a previous project had

indicated that AlSRK19 and AlSRK01 were

both associated with populations that had

shifted to inbreeding. However, the more

extensive screening of these two alleles here

found that AlSRK01 was in fact found at

nearly equal frequencies in inbreeding and

outcrossing populations (0.54 in inbreeding

and 0.59 in outcrossing populations,

respectively).

However, this study demonstrated that a

dominant allele, AlSRK19 is strongly

associated with loss of self-incompatibility

as its frequency in inbreeding populations is

almost 14-fold when compared to outcrossing

populations. Nevertheless, it is absent from

two of the inbreeding populations (RON and

PTP). Therefore, even if the cause of self-

compatibility lies within the locus, it can’t

be the only factor explaining the high

occurrence of selfing in North-American

A. lyrata populations.

Even though the allele AlSRK19 was found to

be strongly associated with the switch from

outcrossing to inbreeding, sequencing of the

kinase domain didn’t answer the question of

what makes these populations self-

compatible. The dominant inheritance of

self-compatibility determined by the

crossings of SI and SC individuals (Stift et

al., unpublished data) indicates that the

answer may lie in the regulation of gene

expression. The next step in the

investigation of the underlying mechanism

of the switch to self-compatibility is

therefore to investigate the transcription

levels of SRK.

Allelic associations in S-receptor kinase (SRK)
with outcrossing and selfing populations of
Arabidopis lyrata (Brassicaceae)

Student: Kirsi Järvi, Supervisors: Dr. Barbara Mable, University of Glasgow
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DNA replication is, by

necessity, a high fidelity

process in the eukaryotic cell

cycle, crucial for cell lineage

survival. As a result, there is a

strong selective pressure for the

evolution and maintenance of

regulatory mechanisms to

ensure cells can successfully

proceed through the mitotic cell

cycle and yield viable progeny.

Control is exercised to ensure

accurate DNA replication, so

the genetic information is

inherited faithfully; to ensure

that DNA is only replicated

once per cell cycle; and to

ensure that DNA replication

proceeds at a suitable time,

both at the right point of the

cell cycle, and when the

conditions are appropriate to do

so. Protein-protein interactions

can be important for replication

factors to function in cell cycle

control – as well as potentially

structurally altering proteins to

an active conformation, they

can also recruit proteins to

their target location at the

correct time, if their binding

partners are involved in related

processes. As such, the

requirement of each additional

protein for a complex to

function adds another layer of

regulation to prevent, for

example, inappropriate firing of

replication origins.

This project involved three

proteins involved in DNA

replication in fission yeast,

Schizosaccharomyces pombe –

Swi1, Mcm10 and Rad4 – which

are suspected to interact based

on yeast two-hybrid evidence.

Swi1 (orthologous to human

Timeless) is a component of the

fork protection complex which

stabilises stalled replication

forks, either in response to

DNA damage, or at natural

‘pause’ sites – for example, to

keep the DNA duplex open to

allow gene conversion in

mating type switching. Mcm10

is required for the initiation of

DNA replication, as it has been

shown to interact with the pre-

replicative complex which

licenses replication origins, and

also for the process of DNA

replication, so as such regulates

S phase. Rad4 (orthologous to

human TopBP1) is essential for

replication, as a factor for

initiation, and also functions as

a checkpoint control to ensure

the coupling of S and M phases,

maintaining accurate cell cycle

progression.

To test putative interactions

between Swi1, Mcm10 and

Rad4, a pull-down assay was

carried out, aiming to co-purify

binding partners with a protein

of interest from cells. Previous

attempts purifying the

replication factors in a single

step had proved ineffective due

to the low abundance of these

proteins in each cell resulting

in low recovery. As a result, the

proteins were to be purified

using tandem affinity

purification (TAP), which

should give a higher proportion

of the protein of interest in the

eluate, since there is a second

purification step. Existing

strains were available in which

Analysis of protein-protein

interactions for DNA

replication factors in

Schizosaccharomyces pombe
Student: Ruth Carmichael, Supervisors: Steve Aves, University of Exeter
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Swi1 and Rad4 were fused to a

TAP tag to facilitate this

purification method. The N-

terminal TAP tag (Figure 1) is a

composite tag consisting of two

domains – Protein A (ProtA)

and calmodulin binding peptide

(CBP) – separated by a tobacco

etch virus (TEV) protease

cleavage site. This allows the

TAP-tagged protein to be

captured firstly on

IgG/Sepharose beads, which

bind to the ProtA epitope, then

eluted by treatment with TEV

protease, which has a highly

specific cleavage consensus so

doesn’t degrade the protein.

This exposes the CBP element,

which can bind to immobilised

calmodulin in the presence of

calcium ions, so the TAP-tagged

protein (and hopefully any

binding partners) can be eluted

by using a chelating agent to

remove the calcium ions. Any

proteins which non-specifically

bind to IgG are unlikely to also

bind to calmodulin, so will be

washed off in the second

purification step, resulting in a

much purer protein product.

In this project, mass

spectrometry was used to

analyse the protein mixture

purified using Swi1-nTAP, as

this should be able to determine

in a single step whether the

purification is working and, if

so, if any binding partners have

been co-purified. S. pombe

proteins were detected in the

initial sample but

unfortunately not Swi1,

suggesting it was present below

the detection threshold.

Further modifications were

made to the protocol to enrich

the amount of Swi1-nTAP in

the cell lysate, including

increasing the culture size and

imposing a hydroxyurea block.

Hydroxyurea inhibits the de

novo synthesis of

deoxyribonucleotides,

preventing progression through

S phase therefore greatly

increasing the proportion of

cells containing replication

complexes, leading to higher

levels of the replication factors

of interest. This TAP analysis is

being continued by other

workers in the laboratory. If

any interactions are detected

between Swi1, Rad4 and Mcm10

by Swi1-nTAP purification,

reciprocal experiments could be

carried out with Rad4-nTAP

and Mcm10-nTAP to show that

the interactions aren’t an

artefact of the TAP tag.

I am very grateful to the

Genetics Society for giving me

this interesting and inspiring

opportunity that has confirmed

my desire to work in a research

environment. Thanks must go

to Steve Aves and Karen Moore

for all their support and advice,

and all of the University of

Exeter Biosciences staff for

making me feel so welcome.

Radiotherapy is a key

treatment in many

cancers, including breast

cancer. For the treatment

to be most effective,

maximum amounts of

radiation should be applied

to cancer cells while

minimising the dose received

by normal cells. It has long

been recognised that there is

variation in the effects of

radiotherapy on patients;

small percentages of people

show little reaction to the

treatment, while others

demonstrate the long-term

effects of radiation toxicity

such as telangiectasia and

fibrosis. This variation is

thought to be partly the result

of heredity, expressing as a

polygenic trait. For those who

are sensitive to radiotherapy,

Genetic Determinants of Radiotherapy

Response in Patients with Breast Cancer

Student: Logan Titchmarsh, Supervisors: Chris Talbot, University of Leicester
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the development of late onset

effects of radiation can

negatively impact on their

quality of life, especially

those who have treatment on

the left breast, as they have

been shown to have an

increased risk of developing

cardiovascular problems.

Currently, the dose of

radiation which can be

administered is limited by

such individuals to reduce

toxicity levels, meaning the

dose given to many patients is

sub-maximal. Consequently,

many researchers are trying

to identify the genes

responsible for the reaction to

radiotherapy with the

ultimate aim of personalising

therapy to an individual’s

sensitivity to radiation.

The aim of my project was to

examine six candidate genes

for the response to

radiotherapy. These were

CHEK2, DHFR, ERCC6,

GSTA1, SOD2 and XRCC4.

The laboratory had a cohort

of 634 breast cancer patients

who were scored for

radiotherapy-induced normal

tissue damage using the

LENT-SOMA scale. I tested

the six candidate genes in 384

of the patient DNA samples

for copy number variation

(CNV). The ultimate objective

of the project is to determine

whether patients which

display the late effects of

radiation toxicity have CNV

in a particular gene or genes.

To do this, I was required to

conduct PCR using pre-

designed, fluorescently

labelled primers to amplify

the regions of interest.

Although the primers were

designed by someone else, I

did help to optimise the PCR

for two sets of primers, so

that good amounts of PCR

product were generated for

the Paralog Ratio Test (PRT).

PRT is a technique used to

measure CNV. The method

relies on there being a short

sequence (typically in the

order of 200-300bp) in the area

with CNV for which a paralog

can be found on another

chromosome. The paralogs

must be amplifiable by the

same primers, but be slightly

different in sequence length.

They will therefore both be

amplified by the same PCR

procedure, but observed as

two separate peaks when run

on an ABI Genetic Analyzer

(automated fluorescence-

based capillary

electrophoresis). The area

under the produced peaks

would be similar for no CNV,

as each paralog would have

only two copies (one from

each chromosome). However,

in the case of CNV, the

reference paralog would

remain constant, while the

area of the test paralog would

increase/decrease due to

duplication/deletion of the

DNA segment in question.

I successfully analysed copy

number variation in five of

the six candidate genes, and of

these the ERCC6 gene shows

evidence for association to an

acute reaction to

radiotherapy. A follow up of

this result will be needed to

confirm that it is a real

genetic effect, but it may

ultimately be incorporated as

part of a clinical genetic test

for personalising breast

cancer therapy.

Thank you to The Genetics

Society for funding this

studentship, which has

allowed me to gain experience

of full-time lab work before I

commence the final year of

my degree, for which I will

conduct a large lab project.

This studentship has also

helped me refine my future

career plans in genetics.

The ultimate objective of the project is to
determine whether patients which display the late
effects of radiation toxicity have CNV in a
particular gene or genes. To do this, I was required
to conduct PCR using pre-designed, fluorescently
labelled primers to amplify the regions of interest.
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The wood mouse (Apodemus

sylvaticus) is a European

species that has potentially

been moved around by humans

ever since the beginning of

maritime movement. Most

species we consider to be

commensal are more dependent

on humans, such as the house

mouse (Mus musculus);

whereas the wood mouse lives

freely in nature in areas it has

reached even as far as northern

Scandinavia and Iceland. Due

to the difference in the

distribution of the two species

and the nature of genetic

variation the house mouse has

proven to be useful in tracing

the population movement of

humans in Europe, whereas the

more independent nature of

the wood mouse has meant it

has proven to be more difficult

to assert that its distribution is

in fact caused by human

movement. However, there are

always cases such as Iceland,

an island that was uninhabited

by humans before the arrival of

Vikings just over 1000 years

ago. Upon human colonisation

the only native land mammal

found on the island was the

arctic fox (Alopex lagopus).

Furthermore, archaeological

evidence have shown that both

the house mouse and wood

mouse (the only two species of

small rodents found in Iceland

apart from rats), were already

present on the island within a

few hundred years of human

settlement. It can therefore be

deduced that both species were

inadvertently transported on

boats with early human

colonists of Iceland. This gives

us the perfect opportunity to

compare and contrast the

information these two species

can give us on the colonisation

of the country. Since I had

already acquired funding to go

to Iceland to collect house mice

for a project relating to human

settlement it was therefore the

perfect opportunity to see if it

was possible, for the first time,

to use the wood mice for the

same purpose.

So it was in the summer of 2009

that I embarked on a journey to

my homeland to knock on the

doors of perplexed farmers in

the hope of getting both an

idea of the species composition

and population densities of

mice on Icelandic farms and

collecting samples for genetic

analysis. Soon it became

apparent that there was no rule

of thumb for where to find the

two species although in most

areas where traditional

agriculture was still practised

and where no grain was stored

the wood mouse was the only

species found. However,

interestingly, it appeared that

even when there was plenty of

loose feed and no current

mouse control (cats or poison),

if a farmer had once managed

to eradicate the house mouse it

did not reappear but was rather

replaced by wood mice

colonising the farm buildings

from more natural habitats.

Where the wood mouse was

found it never reached high

population densities, a stark

contrast to the house mouse.

The two species were never

found in the same location. In

total, during the two months I

travelled around the country I

found and sampled 83

individual wood mice at 15

locations.

I am now collaborating with a

colleague, Jerry Herman

(National Museums of

Of (Wood) Mice and
(Viking) Men
Fríða Jóhannesdóttir

(formerly University of York, now PhD student Cornell University)

(Heredity Fieldwork Grant awarded to Prof Jeremy Searle, University of York)
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Scotland, Edinburgh), for the

genetic analysis. He has been

sequencing the complete

mitochondrial cytochrome b

gene and has shown that

Icelandic wood mouse

sequences are similar to

conspecifics from elsewhere in

north-western Europe,

compatible with their

colonisation of Iceland with

Norwegian Vikings. Shortly

he will have completed the

sequencing of 40 of the

specimens that I have

collected and will conduct an

analysis of these sequences

together with those obtained

previously from possible

sources areas in Scandinavia

and the British Isles. These

results will hopefully, when

combined with results from

sequence analysis from house

mice collected at the same

time, allow us to say more

accurately where the mice and

men of Iceland came from.

Mesoamerica is recognised as

one of the outstanding areas of

biodiversity on the planet, and

this is reflected in its incredible

species richness of vascular

plants (Myers et al., 2000). The

evolutionary process and

patterns that have resulted in

this species diversity are poorly

understood, however advances

in molecular phylogenetics and

population genetics are

shedding light on this

fascinating topic (Pennington et

al., 2004). We are using these

approaches, as well as

proteomics and ecophysiology,

to understand the evolutionary

history of the angiosperm

genus Begonia in Central

America. Begonia is

represented by some 450 species

in the Americas, and different

species are adapted to a huge

range of habitats, making it the

ideal system to test

evolutionary hypotheses about

speciation in Mesoamerica.

The focus of my research is two

widespread Begonia species, B.

nelumbiifolia and B.

heracleifolia. These species are

frequently encountered along

roadside verges, however

ecological preferences generally

keep these species apart. There

are a number of cases where

the two species occur in

sympatry, and hybrids have

been reported (Burt-Utley, 1985).

I am interested in whether

introgression, the exchange of

genes between species, occurs

within hybrid swarms. This is

of particular interest due to the

dynamic changes in distribution ranges caused

by the expansive programme of road building in

Mexico, and predicted future changes in climate.

In addition to investigation hybridisation, the

Kidner lab is also interested in collecting Begonia

species from across the southern Mexican states,

in order to build a phylogeny of Central

American Begonia.

In the Spring of 2010 I spent two month collecting

Begonia species in Mexico. The states of Chiapas,

Oaxaca and Veracruz show dramatic diversity in

habitats. Within any of these states are large

areas of desert, tropical forest, seasonally dry

forest and cloud forest (Figure 1). No doubt this

habitat variation is part of the puzzle behind

species richness in the area. Begonias have

adapted to many of these habitats, therefore

collecting different species requires foraging in a

wide range of habitats.

For the hybrid swarm analysis I found four small

populations of hybrids, plus their putative

Figure 1 An Icelandic wood mouse freshly captured with the author’s

niece, one of many family members recruited for fieldwork assistance,

looking on.

Investigating Hybridisation in the Tropics:

a Case Study of Central American Begonia

Alex Twyford . Royal Botanic Gardens Edinburgh & University of Edinburgh
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parents. The putative hybrid

plants collected strongly

resemble F1 hybrids produced

in the glasshouses, and there

were no plants that resemble

greenhouse backcrosses.

However, population genetic

analyses in other groups, such

as the widely studied Quercus,

have revealed that widespread

introgression occurs between

species despite them

maintaining their

morphological identities

(Lepais et al., 2009). Therefore

any further conclusions on

Begonia hybridisation must be

made in the light of the

molecular data.

In addition to the population

genetic material many other

Begonia collections were made.

One of the most exciting

collections was at Picco

Carrizal in the South of

Chiapas. This is the type

locality of the attractive

Begonia mazae, which is

cultivated for its attractive

foliage. However it has not been

collected since the 1940s. After

an hour of climbing through

dense vegetation we found B.

mazae towards the peak where

it was locally abundant,

growing terrestrially and

epiphytically on tree branches.

It will be fascinating to see

where narrow endemic species,

such as B. mazae, occur in the

dated molecular phylogeny of

Central American begonias on

which the lab is currently

working.

The Mexican state of Veracruz

is one of the most well

documented areas in Central

America, with detailed

inventories and species lists

available for many plant genera

(Jimenz and Schubert, 1997).

Unfortunately almost all

lowland vegetation has been cleared and replaced

with coffee plantations. Small pockets of

protected biosphere reserves and more

inaccessible canyons and mountain tops are the

only remaining areas where primary vegetation

can be located. In one canyon I located B. peltata

and B. hydrocotylifolia, two species showing

remarkable drought adaptations. Using

molecular phylogenetics we will be able to

observe whether these species with drought

adaptations have evolved multiple times or

whether species have diversified in situ.

Overall, the field collections were very

successful. Over 700 collections of the two focal

species and the putative hybrid were collected, in

addition to over 30 other Begonia species. Over

180 living plants were brought back to the RBGE

for future cytological, genetic and breeding

barrier investigations. It is hoped that future

fieldwork in Costa Rica will continue to

supplement these collections. I would like to

thank Keith Gardner for helping to plan the

fieldtrip, and Mark Hughes, Arturo Sanchez and

Hector Domínguez for assistance in the field. I

would also like to thank the Genetic Society for

financially supporting the fieldwork.
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Figure 1 – habitat variation in Southern Mexico. Top left: dense herbaceous

cover on Volcan Tacanna, Chiapas top, Top right: mixed pine oak forest

near El Triumfo biosphere reserve, Chiapas, Bottom left: cactus stands in

the Tehuacan valley, Puebla, Bottom right: cloud forest near Siltepec,

Chiapas
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See the relevant web pages and downloadable Funding
Application Forms at www.genetics.org.uk

One-off Meeting Sponsorship

Purpose: Sponsorship of genetic research meetings not organised by the Genetics Society.

The Genetics Society receives several requests from members each year to sponsor meetings in the field of

genetics. These meetings are usually one-off meetings with an ad hoc organising committee and may be

partly sponsored by another Society. The guidelines below indicate a review process for applications and

the conditions that must be met for the award of Genetics Society sponsorship.

Review of applications

1) Members may make applications at any time. They should be submitted on the GS Funding Application

Form and emailed to theteam@genetics.org.uk using message subject ‘Meeting Sponsorship’ and your

surname.

2) The application will be circulated to the full committee for review. The review will cover suitability of

the meeting for Genetics Society sponsorship and level of support requested.

3) The committee will be asked to respond within two weeks and the Society aims to respond to requests

within four weeks.

Conditions of sponsorship

4) Several levels of sponsorship are possible: (a) single lecture: £200 (b) session: £500-1000 (c) major sponsor:

£1500-2000.

5) Genetics Society sponsorship must be mentioned in all pre-meeting publicity (e.g. posters, flyers,

website) and in the meeting programme. If the Genetics Society is the major sponsor the meeting

should be advertised as a “Genetics Society-sponsored meeting”.

6) Details of the programme of the meeting and registration forms should be sent as far in advance as

possible to theteam@genetics.org.uk, for inclusion in the Society’s newsletter and on the website.

7) A short report on a meeting that receives sponsorship of £1000 or more, for possible publication in the

newsletter and on the website, should be sent to theteam@genetics.org.uk within one month of the

conference taking place.

8) Genetics Society sponsorship may be used at the organiser’s discretion, but budget travel and

accommodation options should normally be insisted upon. Any unused grant should be returned to the

Genetics Society. The Society will not be responsible for any losses incurred by the meeting organisers.

9) An invoice for the grant awarded should be submitted to hazel.hutchison@gnetics.org.uk. The grant

may be claimed in advance of the meeting and no longer than one month after the meeting.

10) The meeting organisers agree to make details of how to apply for Genetics Society membership

available to non-members attending the sponsored meeting. Meetings that receive maximum

sponsorship will be expected to offer a discounted registration fee to Genetics Society members to

encourage non-members to join the Society at the same time. New members may then attend at the

discounted rate, once confirmation of their application for membership of the Genetics Society has

been received from the Society’s Office.
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New Sectional Interest Groups

Purpose: Regular sponsorship of genetic research meetings on particular themes.

Regular (e.g. annual) funding is available for genetics research communities who wish to run regular series

of meetings. Current examples include Arabidopsis, the Population Genetics Group and the Zebrafish

Forum.

Members may make applications for new Sectional Interest Groups at any time. Applications should be

submitted on the GS Funding Application Form and emailed to theteam@genetics.org.uk using message

subject ‘New Sectional Interest Group’ and your surname. The award of Genetics Society support will be

subject to review of applications by the committee and subject to the following conditions.

1) The sponsorship of the Genetics Society must be mentioned in all pre-meeting publicity (e.g. posters,

flyers, website). It should also be acknowledged in the meeting programme booklet. It is understood

that wherever possible, the meeting should be advertised as ‘A Genetics Society Meeting’, however,

where the Society’s financial contribution support is only partial, and where this formula of words

would conflict with the interests of other sponsors, it is acceptable for the meeting to be advertised as a

‘Genetics Society-Sponsored Meeting’.

2) Details of the programme of the meeting should be made available to all Genetics Society members via

the Society’s newsletter, and electronic copy should be sent as far in advance as possible to the

newsletter editor, at the latest by the advertised copy date for the newsletter preceding the close of

registrations for the meeting. The same details will appear on the Genetics Society website. This

information should include the programme of speakers, the topics to be covered, plus details of how to

register for the meeting.

3) A report on the meeting, once it has taken place, should be submitted for publication in the newsletter,

which is the official record of the Society’s activities. This should be sent as soon as possible after the

meeting to theteam@genetics.org.uk, and should include brief factual information about it (where and

when it took place, how many people attended and so on), together with a summary of the main

scientific issues covered.

4) Genetics Society funds may be used to support speaker travel, accommodation, publicity or any other

direct meeting costs, at the organizers’ discretion. It is understood that budget travel and

accommodation options will normally be insisted upon. Any unused funds should be returned to the

Society. The Society will not be liable for any financial losses incurred by the meeting organizers. Any

profits should be retained solely for the support of similar, future meetings, as approved by the Society.

5) A written invoice for the agreed amount of Genetics Society sponsorship should be forwarded to

hazel.hutchison@genetics.org.uk, no later than one month after the meeting date. Funds may be

claimed in advance of the meeting, as soon as the amount of support has been notified in writing.

6) Meeting organizers may levy a registration charge for attendance at the meeting as they see fit.

However, it is understood that Genetics Society members will be offered a substantial discount, so as to

encourage non-members wishing to attend to join the Society at the same time. The meeting organizers

agree to make available to non-member registrants full details of how to apply for Genetics Society

membership, such as appear on the website and in the newsletter, and may charge such persons the

same registration fee as charged to members, upon confirmation from the Society’s Office that their

application and remittance or direct debit mandate for membership fees has been received.

7) The meeting organizers are free to apply to other organizations for sponsorship of the meeting, as they

see fit. However, organizations whose policies or practices conflict with those of the Genetics Society

should not be approached. In cases of doubt, the officers of the Genetics Society should be consulted

for advice.
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8) If the meeting is advertised on the Internet a link to the Genetics Society website (www.genetics.org.uk)

should be included.

9) For those groupings holding their first such meeting with Genetics Society support, it is understood

that the Society’s support for future meetings of the series will be decided on the basis of the success of

the first meeting, including adherence to all of the conditions listed above. The first meeting is hence

supported on a pilot basis only.

10) The meeting organizers will nominate a responsible person who will liaise with the Genetics Society on

all matters relating to the meeting, and whose contact details will be supplied to the Society’s Office.

This person will inform the Society if he/she resigns or passes on his/her responsibility for the meeting

or series to another person, whose contact details shall also be supplied.

Junior Scientist Grants

Purpose: to support attendance at genetics research meetings by junior scientists.

Travel to Genetics Society-sponsored meetings

Graduate students may apply for travel costs to attend all Genetics Society sponsored meetings. The

cheapest form of travel should be used if possible and student railcards used if travel is by train. Airfares

will only be funded under exceptional circumstances. Overnight accommodation is not covered.

How to apply: for the Genetics Society’s own Spring and Autumn meetings, applications should be made

using the meeting registration form, before the final deadline of the meeting.

For other Genetics Society-sponsored meetings, for example meetings of our Sectional Interest Groups (e.g.

Arabidopsis, Population Genetics Group, Zebrafish Forum) and for one-off sponsored meetings, graduate

student travel claims should be submitted on the GS Funding Application Form at any time and emailed to

theteam@genetics.org.uk using message subject ‘Travel to GS meeting’ and your surname.

Travel, accommodation and registration cost at other meetings

Grants of up to £500 to attend conferences in the area of Genetics that are not sponsored by the Genetics

Society are available to PhD students and postdocs (within two years of viva).

How to apply: applications should be submitted on the GS Funding Application Form by email in time for

one of the quarterly deadlines (1st day of February, May, August and November), to

theteam@genetics.org.uk using message subject ‘JSTG’ and your surname. Please ask your supervisor to

send a very brief email in support.

Other conditions: applicants must have been members of the Genetics Society for at least one year.

Recipients of these grants will be asked to write a short report that may be included in the newsletter. A

maximum of one grant per individual per three years will be awarded.
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Training Grants

Purpose: to support attendance at short training courses.

Grants of up to £1,000 are available to enable members to go on short training courses in the area of

Genetics research. Eligible expenses include travel, accommodation, subsistence and tuition fees.

How to apply: there are two closing dates of 1st March and 1st September each year. Applications should

be made on the GS Funding Application Form and should be emailed to theteam@genetics.org.uk using

message subject ‘Training Grant’ and the applicant’s surname. Applications from PhD students should be

accompanied by a very short supporting e-mail from the supervisor.

Closing date: awards will be announced within two months of the closing date. A maximum of one

Training Grant per individual per three years will be awarded.

Heredity Fieldwork Grants

Purpose: to supporting field-based genetic research and training.

Grants of up to £1,500 are available to cover the travel and accommodation costs associated with

pursuing a field-based genetic research project or to visit another laboratory for training. The

research field should be one from which results would typically be suitable for publication in the

Society's journal Heredity. The scheme is not intended to cover the costs of salaries for those

engaged in fieldwork or training, or to fund attendance at conferences.

How to apply: there are two closing dates of 1st March and 1st September each year. Applications

should be made on the GS Funding Application Form and should be emailed to

theteam@genetics.org.uk using message subject ‘Heredity FW grant’ and the applicant’s surname.

Applications from PhD students should be accompanied by a very short supporting e-mail from the

supervisor.

A panel of members of the Genetics Society committee will review applications including both

information on the student and the proposed project. Feedback on unsuccessful applications will

not be provided. Awards will be announced within two months of the closing date.

Other conditions: Applicants must have been members of the Genetics Society for at least one year.

Only one application from any research group will be admissible in any one year. Recipients of

these grants will be asked to write a short report within two months of completion of the project

that may be included in the newsletter. A maximum of one grant per individual per three years will

be awarded.
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Genes and Development Summer Studentships

Grants of up to £3,000 are available to provide financial support for undergraduate students interested in

gaining research experience in any area of genetics by carrying out a research project over the long

vacation, usually prior to their final year.

Applications must be made by Principal Investigators at Universities or Research Institutes. The

application must be for a named student. Studentships will only be awarded to students who have yet to

complete their first degree i.e. those who will still be undergraduates during the long vacation when the

studentship is undertaken. There are no restrictions concerning the nationality or membership status of

the student, and the student does not have to attend a UK university.

How to apply: there is one closing date of 31st March each year. Applications should be made on the GS

Funding Application Form which, along with the student’s CV, should be emailed to

theteam@genetics.org.uk using message subject ‘G & D studentship’ and the PI’s surname. The student’s

tutor or equivalent must also send a reference. Undergraduate students who wish to do vacation research

projects are encouraged to seek a PI to sponsor them and to develop a project application with the sponsor.

The studentship will consist of an award of £225 per week for up to 10 weeks to the student plus a grant of

up to £750 to cover expenses incurred by the host laboratory. Both elements of cost must be justified. The

award will be made to the host institution. The student will receive free membership of the Genetics

Society for one year.

A panel of members of the Genetics Society committee will review applications including both information

on the student and the proposed project. Feedback on unsuccessful applications will not be provided.

Other conditions: applicants must have been a member of the Genetics Society for at least one year.

Recipients of these grants will be asked to write a short report within two months of completion of the

project that may be included in the newsletter. A maximum of one grant per individual per three years will

be awarded.
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AIMS
The Genetics Society was

founded in 1919 and is one of

the world’s first societies

devoted to the study of the

mechanisms of inheritance.

Famous founder members

included William Bateson, JBS

Haldane and AW Sutton.

Membership is open to anyone

with an interest in genetical

research or teaching, or in the

practical breeding of plants and

animals.

MEETINGS
The main annual event of the

Society is the Spring Meeting.

This has at least one major

symposium theme with invited

speakers, and a number of

contributed papers and/or

poster sessions.

One day mini-symposia are held

during the year in different

regions so that members from

different catchment areas and

specialist groups within the

society can be informed about

subjects of topical, local and

specialist interest. Like the

spring symposia these include

papers both from local

members and from invited

speakers. One of these meetings

always takes place in London in

November.

YOUNG GENETICISTS’
MEETINGS
Currently there are three

meetings devoted to talks and

posters by students and junior

postdocs. Promega UK is

sponsoring travel to these

meetings and prizes for the best

contributions, plus costs for the

three winners to attend the

following Spring Meeting and

national finals.

INVITED LECTURES
The Mendel Lecture, in honour

of the founder of modern

genetics, is given usually on

alternate years at a London

Meeting by an internationally

distin-guished geneticist.

To encourage younger

geneticists, the Balfour

Lectureship (Named after our

Founder President) recognises

the contribution to genetics of

an outstanding young

investigator, who must

normally have less than ten

years postdoctoral research

experience at the time of the

lecture. The winner gives the

lecture at the Spring Meeting.

INTERNATIONAL LINKS
The Society has many overseas

members and maintains links

with genetics societies in other

countries through the Inter-

national Genetics Federation,

the Federation of European

Genetics Societies and through

the International Union of

Microbiological Societies.

PUBLICATIONS
The Society publishes two

major international scientific

journals: Heredity, concerned

with cytogenetics, with ecological, evolutionary

and bio-metrical genetics and also with plant and

animal breeding; and Genes and Development,

which is jointly owned with Cold Spring Harbor

Laboratories and which is concerned with

molecular and developmental aspects of genetics.

Full and student members are entitled to reduced

subscriptions both to these journals and also to

Genetics Research, published by Cambridge

University Press, to Trends in Genetics, a

monthly journal published by Elsevier with

review articles of topical interest aimed at the

general reader, Nature Genetics, published by

Nature Publishing company (MacMillan

Magazines Limited), Current Biology journals,

BioEssays and Chromosome Research.

A newsletter is sent out twice a year to inform

members about meetings, symposia and other

items of interest.

SPECIALIST INTERESTS
Six specialist interest areas are covered by

elected Committee Members: Gene Structure,

Function and Regulation; Genomics; Cell &

Developmental Genetics; Applied and

Quantitative Genetics; Evolutionary, Ecological

and Population Genetics; Corporate Genetics and

Biotechnology. The Committee Members are

responsible for ensuring that the various local

and national meetings cover all organisms within

the broad spectrum of our members’ interests.
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Membership includes free online subscription to Heredity

Your home address should only be given when there is no alternative Please ensure that you have included your email address

Please complete this form and return it, along with your cheque or Direct Debit instructions to, The Genetics Society,

Wallace Building, Roslin BioCentre, Roslin, Midlothian, EH25 9PP. Complete this section carefully. The information you

provide will help us to correspond with you efficiently and ensure that your details are accurately held on our

membership database.

You can also apply for membership online using a debit/credit card, please visit: www.genetics.org.uk

1. IDENTIFICATION (as data controllers we adhere to the Data Protection Act 1998)

Title: Prof. Dr. Mr. Miss. Mrs. Ms.

Last Name: First Name:

Institution:

Institution Address:

Postcode: Country:

Telephone: Fax:

Email:

2. AREAS OF INTERESTS (tick as appropriate)
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3. STUDENT MEMBERSHIP (if this section is not applicable please go to section 5)

As a student member of the Society you are eligible to apply for a grant to defray the cost of attendance at meetings
organised by the Society. Full details regarding grants is available on registration. In addition, after one year full mem-
bership you can apply for a grant of up to £300 for overseas travel to international meetings held outwith the Society.

If you are applying for an undergraduate membership please state year of graduation:

If you are applying for a postgraduate membership please state year of starting research:
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Membership entitles you to reduced rate entry to meetings, discounts on journals, free Society newsletters plus free
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5. PAYMENT

Option 1: Direct Debit (UK Bank Accounts only)
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Applicant’s name (print clearly) Signature Date

Originator’s Reference

The Genetics Society

Sort Code Account Number

Instruction to your Bank or Building Society. Please pay The Genetics Society Direct Debits from the account detailed
on this instruction subject to the safeguards assured by The Direct Debit Guarantee

Banks and Building Societies may not accept Direct Debit Instructions from some types of account.

The Direct Debit Guarantee
This guarantee is offered by all Banks and Building Societies that take part in the Direct Debit Scheme.
♦ The efficiency and security of the Scheme is monitored and protected by your own Bank or Building Society
♦ If the amounts to be paid or the payment dates change, The Genetics Society will notify you 30 working days in advance of your account being debit-

ed or as otherwise agreed
♦ If an error is made by The Genetics Society or your Bank or Building Society, you are guaranteed a full and immediate refund from your branch of

the amount paid
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