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Editorial
Dear Readers,
We are now approaching the end of the six year of
EURASNET (the European Alternative Splicing Network of
Excellence). Unfortunately this will be the last EURASNET
newsletter ever, because EURASNET will end up in March
2011!
A lot of things and activities have happened and will
continue to happen in terms of scientific achievements
made in the field of alternative splicing. Meetings and
workshops occurred like for example “RNA Mis-splicing:
Disease and Therapeutics EURASNET Interdisciplinary
Focus Meeting” in July in Camebridge, Interdisciplinary
Focus Meeting ‘Frontiers in Structural Biology of RNAs and
RNPs’ in Poznan in August, Interdiscplinary Focus Meeting
on ‘Splicing Regulation: from molecules to organisms’ in
Berlin in September and the Workshop and Symposium
on Alternative Splicing and Genetic Disease in October
in Paris. You will find reports about the meetings in
this newsletter. A Swiss RNA Workshop will happen in
January 2011 in Bern and in the end the 2nd International
EURASNET meeting will occur from 28th of February till the
3rd of March 2011 in Granada.

Moreover a Media Writing Contest and a Media Writing
Workshop will take place during the 2nd Internationl
Meeting. To raise the awareness for alternative splicing
and its impact on human disease among the general
public, we need to present complicated science in a way
that is easily understood.
In addition we will present a cartoon, which was drawn
by the 15 year old daughter of a member of Jean Beggs’
research group to represent coupling of transcription and
splicing, and which was used as the cover for the Molecular
Cell issue of 24th November 2010.
Furthermore a Special Issue of Journal of Nucleic Acids on
Alternative Splicing and Cancer is presented. You can find
out more about all those activities in the last EURASNET
newsletter! Merry Christmas and a happy New Year!
Yours,			

Franziska Werba
Public scientific officer

Franziska Werba
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The Network
EURASNET, the European Alternative Splicing Network
of Excellence aims to understand the link between
alternative splicing and human health and disease. The
EURASNET brought together 30 groups in the field of
alternative splicing in the beginning of the year 2006 and
additional ten young investigators joined the network in
the following two years.

The main project objectives set out to be reached are:
»» To carry out an ambitious research programme to
increase the understanding and knowledge of alternative splicing at the molecular, cellular and organismal level.

At the time of writing, it is clear EURASNET functions
exceptionally well as a network. Importantly, the network
has catalysed multiple interactions among groups with
different expertise and has considerable scientific success
with many novel discoveries and high profile publications.
This generates the fundamental knowledge of alternative
splicing which forms the basis of application in medicine
and the expanding contacts and interactions with clinicians and diagnosticians reflects the effort of the network
in this area.

Major successes of the network are:

»» To ensure the exchange of information, procedures,
reagents and personnel by creating a network structure, involving all EURASNET members.
»» To support ten young investigators to join EURASNET
and establish new research groups.
»» To raise awareness of EURASNET and the importance
of alternative splicing among the RNA community in
Europe and to bring an understanding of alternative
splicing to medical practitioners, policy makers and
the general public.

»» Training of students and scientists in this area of
research with many workshops, national and international meetings organised by EURASNET.
»» Raising the awareness of the need for alternative
splicing research and bringing scientists together
with clinicians and diagnosticians.
»» Information for the general public and schools on the
importance of alternative splicing to human health
and disease.
»» Providing a website with educational material.
»» Wide distribution of pamphlets, booklets and articles
in popular science and the general press.

EURASNET Meeting in Ile de Bendor, April 2007
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Splicing Connects
The term ‘splice‘ refers to the connection of two or more
pieces of any linear material. Its most common usage is in
mariner’s language for connecting the endings of a rope
and is also used to describe the joining of audio tape or
film.
In genetics the term splicing is used for the connection of
two ends of parts of an RNA molecule that is derived from
a gene, to give the final molecule of messenger RNA that
is further translated into a protein.

Splicing – the sp(l)ice of life
How do we get protein products from genes?
The genetic information of every known organism is stored
in long chains of DNA (deoxyribonucleic-acid) molecules.
The functional units of the genome are genes, which are
arranged in succession on the DNA strands. Usually one
gene codes for one protein so the sequence of the DNA
(gene) determines the sequence of amino acids of that
specific protein. However, the information stored in the
DNA cannot be translated into proteins directly; instead,
the DNA serves as a template which is copied into RNA
(ribonucleic-acid) molecules. This process is called transcription. The product, the messenger-RNA (mRNA) is recognised by a big cellular machine – the ribosome – which
is able to decipher the information encoded by the RNA
and translate it into a sequence of amino acids that forms
the protein molecule. This process is termed translation.

But now it gets a little more
complicated…

Most genes are made up of pieces
of DNA which code for proteins
(exons) and pieces which don’t
(introns). After transcription the
introns must be removed from
the mRNA and the exons have to
be joined together (this is where
‘splicing’ comes into it). After these
steps, the mature mRNA is transported to the cytoplasm
where protein production proceeds (translation).

Humans produce around 150,000 different proteins from
their 25,000 – 30,000 genes. They do this by alternative
splicing (AS). Alternative splicing means, that during the
RNA splicing event different combinations of exons can
be joined together to create a diverse array of mRNAs
from a single gene such that one gene can actually make
more than one protein and sometimes even hundreds of
proteins.
More than 70% of the human intron containing genes
are alternatively spliced. This explains the fact that the
relatively small number of 25,000 genes can lead to production of over 100,000 of proteins. Alternative splicing
is involved in all aspects of our growth and development
and how our bodies work.

Transcription
&
Splicing

DNA

For further
information on this
topic, please visit
the EURASNET
webpage:
www.eurasnet.info

Translation

RNA
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Protein

NEWS Section
New papers
Analysis of in situ pre-mRNA targets of human splicing factor SF1 reveals a function in alternative splicing
Margherita Corioni; Nicolas Antih; Goranka Tanackovic; Mihaela Zavolan; Angela Krämer
Nucleic Acids Research 2010; doi: 10.1093/nar/gkq1042
Sam68 regulates EMT through alternative splicing-activated NMD of the SF2/ASF proto-oncogene.
Valacca, C., Bonomi, S., Buratti, E., Pedrotti, S., Baralle, F.E., Sette, C., Ghigna, C., Biamonti, G; J. Cell Biol. 191(1), 87-99.
From genome to phenotype - International PhD Program in Poznan, Poland (see below)
Special Issue of Journal of Nucleic Acids on Alternative Splicing and Cancer (more information see below)
Nature paper involving EURASNET groups
A paper on alternative splicing and circadian rhythms in a model plant (Arabidopsis thaliana) and in a fruit
fly (Drosophila melanogaster) was published in Nature online on the 21 October 2010. The lead groups are
those of Marcelo Yanovsky (IFEVA, Facultad de Agronomía, UBA-CONICET and the Fundación Instituto Leloir,
IIBBA-CONICET) and Alberto Kornblihtt (IFIBYNE, FCEyN, UBA-CONICET) both from Buenos Aires, Argentina. The
research involves the groups of Alberto Kornblihtt and John Brown (University of Dundee@SCRI) who are both
members of EURASNET (the European Alternative Splicing Network of Excellence).
EURASNET brochure in two language versions
A fantastic brochure suitable for all audiences, giving an overview of the EURASNET and presenting an extensive
information on alternative splicing.
It has been prepared by Andrea Barta’s team involved in the Public Understanding of RNABiology. The brochure
is now available online in two versions: English and German.
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International PhD Program in Poznań, Poland
From genome to phenotype

In the post-genomic era we now understand that genome
sequences cannot answer many of the important questions in molecular biology, for example, how genetic
information is translated into phenotype. The problem
of deciphering genomic information is very complex
and requires multidisciplinary approaches. Both computational and experimental tools, together with close
collaboration of scientists working in different fields, are
necessary to reach the main goal of understanding how
genomes actually work.
Our International PhD program consists of ten PhD projects. Each student will be supervised by a PI from Adam
Mickiewicz University and a distinguished foreign scientist.
All projects encompass different approaches to functional
genomics: from in silico prediction, via lab experiments,
to behavioural studies. Each PhD student will receive a

monthly stipend of 3000 PLN (not subject to income tax).
The stipend will be extended to 4500 PLN when she/he
carries out experiments abroad at one of our international
partner universities.
To strengthen the integration aspect of the project we will
create an active network of the PhD students participating
in the program.
We will organize six short courses (15 hours each) covering
the main scientific aspects of the projects.
To learn more about the program, please visit our website
(http://mpd.amu.edu.pl/).
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Journal of Nucleic Acids

Special Issue
Special
Issueon
on
Alternative Splicing
Alternative
Splicingand
andCancer
Cancer
Call for Papers
Alternative splicing is a key step in the gene expression
process as it allows the synthesis of diﬀerent products
from the same gene. Alternative splicing is the main step
contributing to increasing the complexity of the proteome
coded by a limited number of genes and is a promising
step forward in basic and translational molecular oncology.
However, modification of alternative splicing is among the
myriad of alterations present in cancer cells, and whether
splicing alteration is a cause or an eﬀect of cancer remains
to be elucidated.
The main focus of this special issue will be on the
mechanisms involved in splicing alteration in cancer and on
new proofs of the involvement of alteration of alternative
splicing in diﬀerent steps and aspects of cancer initiation
and progression. Moreover, papers dealing with new cancer
therapeutic targets and strategies relying on splicing would
be of great interest. Main topics include, but are not limited
to:
•
•
•
•
•
•
•
•
•
•
•
•

Genetics
Large-scale analysis of alternative splicing
Alternative promoters and polyadenylation sites
Trans-splicing
Functions of splicing isoforms
Splicing alterations of oncogenes and tumor suppressor genes
Splicing factors as multifunctional proteins
Mechanisms of splicing alteration
Splicing factor expression
Signaling pathways and oncoproteins/oncosuppressors aﬀecting alternative splicing
Coupling transcription and splicing
Therapeutic targets and strategies relying on splicing

Manuscript Due

May 1, 2011

First Round of Reviews

August 1, 2011

Publication Date

November 1, 2011

Lead Guest Editor
Didier Auboeuf, Institut National de la Sante et de la
Recherche (INSERM); Centre Léon Bérard, Lyon, France;
didier.auboeuf@inserm.fr
Guest Editors
Maria Carmo-Fonseca, Institute of Molecular Medicine,
Faculty of Medicine, Lisbon, Portugal;
carmo.fonseca@fm.ul.pt
Juan Valcarcel, Institució Catalana de Recerca i Estudis
Avançats (ICREA); Centre de Regulacio Genomica,
Barcelona, Spain; juan.valcarcel@crg.es
Giuseppe Biamonti, Institute of Molecular Genetics,
Italian National Research Council, Rome, Italy;
biamonti@igm.cnr.it

Before submission authors should carefully read over the
journal’s Author Guidelines, which are located at http://www
.sage-hindawi.com/journals/jna/guidelines.html. Prospective
authors should submit an electronic copy of their complete
manuscript through the journal Manuscript Tracking System
at http://mts.sage-hindawi.com/ according to the following
timetable:
SAGE-Hindawi Access to Research
http://www.sage-hindawi.com/
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Special Issue of Journal of Nucleic Acids
on Alternative Splicing and Cancer
The main focus of this special issue will be on the mechanisms involved in splicing alteration in cancer and on new proofs
of the involvement of alteration of alternative splicing in different steps and aspects of cancer initiation and progression.
Moreover, papers dealing with new cancer therapeutic targets and strategies relying on splicing would be of great interest.
Main topics include, but are not limited to:
»» Genetics
»» Large-scale analysis of alternative splicing
»» Alternative promoters and polyadenylation sites
»» Trans-splicing
»» Functions of splicing isoforms
»» Splicing alterations of oncogenes and tumor suppressor genes
»» Splicing factors as multifunctional proteins
»» Mechanisms of splicing alteration
»» Splicing factor expression
»» Signaling pathways and oncoproteins/oncosuppressors affecting alternative splicing
»» Coupling transcription and splicing
»» Therapeutic targets and strategies relying on splicing
Please see the CALL FOR PAPERS!
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A cartoon for science to represent coupling of transcription
and splicing
A special cartoon is presented, which was drawn by the
15 year old daughter of a member of Jean Beggs’ research
group to represent coupling of transcription and splicing,
and which was used as the cover for the Molecular Cell
issue of 24th November 2010.
In eukaryotic organisms, there is evidence for functional
coupling between transcription and processing of premRNAs, with many RNA processing events occurring

40:582–593) entitled “ Splicing causes RNA polymerase to
pause” presents evidence that RNA polymerase accumulates transiently and repeatedly in a splicing-dependent
manner near the 3’ ends of introns in budding yeast. This
suggests that RNA polymerase pauses while splicing takes
place cotranscriptionally on at least some budding yeast
genes. This is supported by a genome-wide analysis by
Oesterreich, Preibisch and Neugebauer (Mol Cell 40:571–
581), who detected RNA polymerase pausing near the
ends of a number of yeast intron-containing genes. While
these papers were in press, Molecular Cell sent an e-mail
to authors, inviting submissions of cover art. David Barrass
in the Beggs’ lab, mentioned this to his 15 year old daughter, Christina, who is studying art and graphic communication at James Gillespie’s High School in Edinburgh, and
who had a project to design a magazine cover. She
was enthusiastic to design a cover to represent
the topic of the paper on which her Dad was
an author. She drew a cartoon depicting RNA
polymerase as a train running on a track of
DNA, pulling trucks that were loaded with
RNA processing factors. The train stops
for splicing to take place. Christina
was delighted when the Editors of
Molecular Cell selected her drawing
for the cover of the November 24
issue.

cotran-

The artist Christina
scriptionally.
A
paper
from Jean
Beggs’ lab
(Alexander et
al., Mol Cell
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Reports on EURASNET MEETINGS 2010
Workshop and Symposium on Alternative
Splicing and Genetic Disease in Paris
The sequencing of individual genomes and exomes
demonstrated that individuals carry between 60,000 to
120,000 individual-specific SNPs. If these SNPs occur in
protein coding regions, they are mostly synonymous.
In addition, the sequencing of disease associated genes
isolated from patients revealed a high number of genetic
variants whose effect on the gene products can currently
not be determined. One way these variants could act is by
influencing alternative pre-mRNA splicing events.
The workshop brought together clinical geneticists with basic
researchers working on splicing mechanisms. The goal was
to determine the suitability of current computer programs
to predict changes in alternative splicing and to exchange
information between these two groups. During the workshop, clinicians presented their mutational data. Surprisingly,
experienced basic researchers could predict mutation
outcomes fairly accurately by ‘intuitively’ using several different computer programs. However, predictions about
changes in alternative splicing made by a single computer

programs were highly inaccurate when the mutation
occurred outside the splice
sites.

Organisers:

Diana Baralle, Mario Tosi
and Stefan Stamm
14th-15th of October 2010;
Paris, Institute Pasteur

The meeting participants
Author:
agreed to generate a dataStefan Stamm
set of exons that are based
on real human mutations
and experimentally verified mutagenesis experiments. This dataset will
include negative data
(i.e. mutations that do not change splicing), which are typically hard to publish. The dataset will be used to optimize
existing computer programs.

The second part of the workshop was a one-day symposium, with the speakers Mario Tosi (Rouen), Franco Pagaini
(Trieste), Elmar Stickeler (Freiburg), Julian Venables
(Montpellier), Gil Ast (Tel Aviv), Emanuele Buratti (Trieste),
Christiane Branlant (Nancy), Jamal Tazi (Montpellier) and
Stefan Stamm (Lexington, USA). The topics of the talks
ranged from the mechanistical analysis of splicing deregulation that result in disease to therapeutic intervention.
The meeting was attended by 104 registered participants,
mostly clinicans.
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EURASNET Interdisciplinary Focus Meeting
in Cambridge
RNA Mis-splicing: Disease and Therapeutics
The IFM was held in Cambridge over 2 days in July 2010,
and was attended by a total of 53 participants. The 14
invited speakers were selected to represent cutting edge
work on the development of splicing based therapeutics
based either on anti-sense or small-molecule approaches.
The invited speakers were drawn from across Europe as
well as North America and from both academic and industrial sectors. Likewise the registered meeting participants
were drawn from 8 European countries, representing academia, SMEs and scientific publishing, and ranging from
full Professors to undergraduate students. Bursaries were
advertised to support attendance by clinically qualified participants and one bursary was awarded. Fifteen abstracts
were submitted for poster presentations and eight of these
were also selected for short oral presentations.
The meeting was organized around three main sessions, each
featuring a mixture of invited speakers and selected abstracts.
Two longer keynote lectures were given by Tom Cooper
(Baylor College of Medicine) on therapeutic approaches for
myotonic dystrophy, and Brendan Frey (University of Toronto)
on deciphering the splicing code. The standard of all talks
— including those selected for short presentations — was
excellent and gave rise to extensive question and answer sessions. In addition, a poster session on the evening of Tuesday
13 July, allowed extensive

interactions between the
meeting participants.

Organisers:

Chris Smith (Cambridge),
Matthew Wood (Oxford)
12th-14th of July 2010;
Churchill College,
University of Cambridge.

The first two sessions
were themed around
a variety of antisense
approaches using either
Author:
chemically synthesized
Chris Smith
antisense molecules or
in vivo vector generated
antisense
molecules
assembled into snRNP
particles. Many of the
talks discussed the application of these therapeutic
approaches to treatment of spinal muscular atrophy
(SMA) or Duchenne Muscular Dystrophy (DMD). These
two diseases pose conceptually interesting and complementary challenges for splicing based therapies. Many
cases of DMD arise from mutations that lead to out of
frame deletions or exon-skipping events in the dystrophin
gene. The therapeutic strategy is to induce a second exon
skipping event that will combine to restore the reading
frame, resulting in production of a slightly truncated,
but still partially functional, dystrophin protein. In effect,
the aim is to convert DMD to the much milder Becker’s
Muscular Dystrophy. In SMA the primary molecular defect
is loss of function of the SMN1 gene. The therapeutic
strategy, which is even more challenging from the splicing perspective, is to induce inclusion of an exon that is
usually skipped in the non-functional paraologous SMN2
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gene, thereby enabling SMN2 expression to compensate
for the loss of SMN1 function. The approaches to induce
exon inclusion included targeting intronic splicing silencer
elements, as well as using bifunctional RNAs that act by
recruiting splicing activators to the target exon. The talks
in these sessions illustrated the enormous progress that
has been made in this area from in vitro splicing assays to
the use of mouse models and through to clinical trials.
The final session of the meeting focused on the use of small
molecules to manipulate splicing. This is a younger field,
but the potential application was emphasized by the fact
that two of the speakers represented SMEs. Presentations
included a cell-based screen of natural compounds for
splicing inhibitors, as well as the use of compounds to
promote an anti-angiogenic splicing pattern of VEGF, and
to modulate LMNA splicing in Hutchison-Gilford Progeria
syndrome.

Organisers:
Overall, the meeting
Chris Smith (Cambridge),
was very successful in
Matthew Wood (Oxford)
providing a platform for
presentations of the cut12th-14th of July 2010;
ting-edge applications of
Churchill College,
splicing-based therapies.
University of Cambridge.
The range of worldAuthor:
class invited speakers
Chris Smith
attracted a range of participants including many
from EURASNET laboratories, but also many
from other universities,
research institutes, SMEs, and scientific publishers. The
relatively small scale of the meeting facilitated numerous
interactions between participants from different backgrounds, and it is likely that some new collaborations
have been seeded. Moreover, one of the participants was
an undergraduate student getting his first experience of
laboratory research in one of the organizer’s labs during
the summer vacation – attending the meeting was one of
the highlights of his summer and has whetted his appetite
for a career in biomedical research.
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EURASNET Interdisciplinary Focus Meeting
in Poland – “Frontiers in Structural Biology
of RNAs and RNPs”
Workshop on Structural Bioinformatics of RNAs
and RNPs
Between August 16th and August 18th, the EURASNET
Interdisciplinary Focus Meeting, “Frontiers in Structural
Biology of RNAs and RNPs”, took place in Poznań, Poland.
It provided an excellent opportunity for its participants to
acquaint themselves with the recent developments in the
field of RNA and RNP structural and molecular biology and
bioinformatics. The speakers took special care to place the
findings within the broader context of RNA biology - in
particular, mRNA splicing.
Specific topics included discussions of NMR (EURASNET
PI Allain), crystallography and structural biochemistry
(EURASNET PI Wahl) methods of investigating spliceosome-related RNP complexes; Small Angle Scattering
experiments (SAXS); molecule spectroscopy as applied to
splicing research; time-resolved electron cryomicroscopy
as applied to ribosomal dynamics; protein-dependent
RNA folding; the CLIP /CRAC and SHAPE procedures.
Henning Urlaub from MPI Göttingen, a Young Investigator
of the EURASNET network, gave a presentation about
UV cross-linking and mass spectrometry. The last day
of the Interdisciplinary Focus Meeting concentrated on

bioinformatics methods
of RNA/RNP investigation, such as RNA secondary and tertiary structure
prediction and analysis.

Organisers:

Janusz M. Bujnicki,
Reinhard Lührmann, Jean
Beggs, Reinhard Rauhut
16th-21st of August 2010;
Poznań, Poland

The
Interdisciplinary
Author:
Focus Meeting was
Iga Korneta
embedded within a
practical
Workshop
on
Structural
Bioinformatics of RNAs
and RNPs (August 16th
and 18th – 21st). The Workshop aimed to provide the participants with hands-on experience with state-of-the-art
software for analysis of nucleic acid and RNP sequence
and structural data. Tutorials were focused on exploiting
resources available over the Internet, including methods
for RNA sequence analysis, RNA, protein and RNP structure prediction and 3D modelling.
Both the Interdisciplinary Focus Meeting and the
Workshop were a resounding success. Special thanks to
the local Organising Committee for their hard work!
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Student exchanges within the Network
A trip to Scotland (Dundee)
I am Ignacio, and I am going to tell you about my experience visiting the Lamond lab at Dundee, Scotland.
I work as a post doc in the group of Alberto Kornblihtt, at
the University of Buenos Aires (Argentina). My PhD thesis
focused on the role of the chromatin structure modulating
the coupling between transcription and splicing, and regulating alternative splicing. Since the research of several
groups, including our own results, strongly supported a
general role of chromatin structure in the splicing process,
we wanted to investigate different mechanisms that could
account for this role. Being spliceosome recruitment to
nascent RNA usually co-transcriptional, one if these possible mechanisms were splicing factor recruitment and
dynamics. And as we wanted to study a general phenomenon, we decided to undertake an imaging approach.
Now, if you want to do imaging experiments regarding
chromatin structure and splicing factor dynamics, the
Angus Lamond group at the Wellcome Trust Centre of
Dundee is one of the best places in the world to do this.
This is because the group has lot of experience in the field
and many different techniques readily available for different systems, but also because the Centre offers state-ofthe-art microscopy facilities and very skilled people supporting these facilities.

In addition, I felt very comfortable working with the post
docs and students from the Lamond group, who made me
feel one of them since the first day, who were always eager
to talk about scientific and not scientific subjects helped
me with everything I needed during the more than two
months I spent working there. It was great to work with
David Llères (who is now moving to Montpellier) who
almost dedicated those two months to this research,
and also taught me a lot about imaging and microscopy.
Also, he and the rest of the group (especially Saskia and
Ashwat) were always available to discuss results, suggest
new experiments and help me with them.
Besides of the scientific and personal experience at the
Centre, I also enjoyed the beauty of Scotland landscapes
and cities: walking along the Mile Road in Edimburgh,
drinking single malt at a pub in Glasgow, visiting the ruins
by the sea in St. Andrews, looking from the Wallace monument in Stirling or hiking in the highlands of Perthshire.
Everything was amazing. Even during the train trips I
found myself not able to do anything else except enjoying
the view and the atmosphere that the Scottish countryside breaths.
In conclusion, this was an incredible visit in almost any
aspect that I would highly recommend to anyone interested in the topics related to the Lamond lab research.
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Waiting for cDNA samples in Dundee
My name is Malgorzata Kalak and I’m a PhD student at the
Adam Mickiewicz University in Poznan, Poland. Our group
is interested in alternative splicing in plants. The aim of our
visit in the Scottish Crop Research Institute in September
was to use the AS RT-PCR panel that has been developed
there by the group of J. Brown. We wanted to investigate
what kind of changes in alternative splicing is caused by
disruptions of the genes involved in miRNA biogenesis.
Three days of our visit in Dundee were filled with waiting
for a courier, which was supposed to deliver cDNA samples
from Poland to Scotland in one day! When the samples
finally arrived, we worked like crazy, spending in the lab
all days and even nights. Thanks to the nice atmosphere
in the lab, and wonderful people who helped us with the
experiments: Craig G. Simson, Dominika Lewandowska
and John Fuller, we managed to finish our job on time, but
it was tough. I am very grateful to all help and support we
have been given from the SCRI people.

Apart from the intensive laboratory work, I spent a weekend on coach to interesting places near Dundee. I was
fascinated with local landscapes, friendly people and very
nice architecture of their houses. I visited a small but very
charming town - St. Andrews. The third oldest university in
the English world and one of the UK’s most prestigious –
University of St Andrews is located in this wonderful town.
St Andrews is also widely known as the “home of golf”.
Ruins of the St. Andrews Castle that are situated on a clifftop add additional charm and create a special atmosphere
of that place.
The visit in Dundee was a very enriching experience for
me. First of all it was a real test of patience when we were
waiting for the cDNA samples, and, on the other hand,
a test of my laboratory skills, because I had about 3000
reactions to prepare and run in only few days when the
samples arrived. I met wonderful people in Dundee:
enthusiastic, open–minded and extremely friendly and
helpful.
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Communication between computational
and experimental scientists from Barcelona to Edinburgh
My name is Mireya Plass and currently I am a PhD student in
Eduardo Eyras’ Lab in Barcelona - a computational lab. Initially,
the research in the lab was mainly focused on evolution of
splicing mechanisms and alternative splicing in eukaryotes.
But, as many other labs, we are now moving towards using high
throughput sequencing data to study different aspects of gene
regulation. A pure computational approach to the study of gene
regulation has many limitations and therefore we need to collaborate with experimental labs. In this context, we started collaborating with Dr. Javier F. Cáceres’ Lab in Edinburgh to analyze
the CLIP-seq data they had produced.
After some months collaborating, I visited Dr. Cáceres’ Lab for
two weeks to try to give a final impulse to the project. I used
to have the impression that sometimes communication
between computational and experimental people is not as
easy as it should be, as we have very different points of view
about the work we are doing. This trip was very helpful in this
sense as I could see the lab were the experiments were being
performed, and understand better the biological problem at
hand. This is a very important point that some bioinformaticians forget about. Moreover, it was also very interesting to
see how a wet lab works: the timing, the relation between

people and all these things. In my opinion, it is very different
from a computational lab.
Besides the scientific aspects, the experience also gave me the
opportunity to visit a different city and get in touch with new
people. I come from a Mediterranean country, so, at the beginning, it was a little shocking the quietness and the politeness of
everybody. But I have to say that everybody I met during this
trip was very nice and made my stay very enjoyable. On the
other hand, Edinburgh is also an amazing city, even though the
weather is usually terrible. It is an old city full of curious places
and if you manage to get a sunny day, you can enjoy a lot walking around the downtown area.
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Forthcoming Meetings
Swiss RNA Workshop
Meeting Location:

Bern, Switzerland

Meeting Date:

21 January 2011

Organisers:

Angela Krämer, Oliver Mühlemann, Daniel Schümperli

Second International EURASNET Conference on
Alternative Splicing
Meeting Location:
Meeting Date:
Organisers:

Granada, Spain
28 February - 3 March 2011
Jean D. Beggs, Angus I. Lamond, Reinhard Lührmann, Karla Neugebauer,
Mihaela Zavolan, Juan Valcárcel
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Announcement of the Media Workshop
and the Media Writing Contest in Granada
2nd International EURASNET Meeting 2011
In the course of the 2nd International EURASNET meeting
two interesting media events will take place
»» Media Workshop - Public Understanding of Science
»» Media writing contest.

Media Workshop - Public Understanding of Science:

strongly encouraged to compose a short text for a press
release describing their recent results and take part in the
Media Writing Contest. The press releases should be based
on the authors’ submitted scientific abstracts or on recent
publications of their scientific work. The press releases
must have been written by the participants themselves
and should not have been published in the media yet.
Contributions should be of no more than 2000 characters
including spaces (see “writing guidlines” on the website
http://www.crg.es/eurasnetgranada). The text should be
written in English.

The topic of the workshop:
“Bringing the scientific message across to the media.”
Scientists should have the possibility to improve their
abilities to talk to both journalists and the general public to communicate with the media, decision-makers and the
general public.
For more information about the workshop please visit the
Website: http://www.crg.es/eurasnetgranada

Media writing contest
A broader presence in the mass media has become an
increasingly important success factor, also in life sciences.
Therefore the media writing contest is designed for scientists to practice communication with the media and
promote their scientific research among lay audience. All
subscribers of the International EURASNET Meeting are

Interested scientists should submit the press release with
the corresponding scientific abstract or the corresponding publication(s) and, if possible, a digital image illustrating the topic of the press release (300 dpi) via e-mail:
mediacontest11@univie.ac.at
The deadline for submission of the press text is the
31st of January 2011!
The expert jury will evaluate criteria such as newsworthiness, clarity of language, engaging presentation of topic
and format of the press release.
For further information please contact:
mediacontest11@univie.ac.at
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Andrea Barta work package leader “Public Understanding in Science”.
John Brown work package leader “Reachout to the Broader RNA Community“.
Franziska Werba Public scientific officer.
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