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Where expertise meets
researchers’ needs
Dear colleagues
A well functioning research network depends
on both, good research and intensive networking. Although that sounds trivial, during
our daily routine we all tend to be very busy
with the former and forget about the latter.
The management team of our NCCR RNA &
Disease network therefore sees it as one of
its most important duties to counterbalance
this reality by developing ideas and tools
to enhance the networking aspects within
our NCCR. Regular exchange of information
among all members of the network is key, and
one puzzle piece of our efforts towards this
goal is this Newsletter – The Messenger – that
from now on will notify you three times per
year about new and hopefully interesting aspects regarding our NCCR. For this newsletter
and additional internal and external communication tasks, we have started to work with
two media professionals, Thomas Schnyder
and Roland Fischer. I cordially welcome the
two on board and am looking forward to
learn and benefit from their expertise on how
to communicate effectively with our different
target groups within and outside of the NCCR.
Staying with the networking theme, the
past Summer School in Saas-Fee has created a
fantastic group spirit among the participants,
and the upcoming retreat in Kandersteg provides another opportunity for valuable interactions. Expanding our network from the NCCR
towards the entire Swiss RNA community was
our motivation to invite researchers to connect
with our NCCR as associate members. The
echo was overwhelming,
and we welcome the first
14 associate members who
introduce themselves in this
newsletter.

Oliver Mühlemann
Director NCCR RNA & Disease

Technology platforms are
becoming increasingly important
as an integral part of research
institutions. This is not only because
of efficiency and cost optimization.
As centralized shared resources
with specific scientific competence
and customized services, technology
platforms provide researchers
with easy access to instrumentation,
technology and expert know-how.
Staff personnel are highly trained individuals – some with decades of professional experience – who are keeping up with
the exponential growth of technological
advances in order to meet the evolving
requirements of the scientific community.
The NCCR RNA & Disease offers its research members the unique opportunity to

make use of state-of-the-art technology
platforms for crystallization, next-generation sequencing, nuclear magnetic resonance, proteomics, and RNA synthesis, and
this mostly free of charge. Some platforms
ask for a service fee, which however, is the
same as for in-house researchers. Most
platforms offer specific trainings to NCCR
members on a case-by-case basis and hold
regular seminars.
The above mentioned technology
platforms provide NCCR researchers with
facilities and support at no or very little
costs including full confidentiality of project and analysis results. This way, they are
central in creating a competitive research
environment and contribute significantly
to the scientific advancement of the projects within the NCCR RNA & Disease. It
is therefore important that their contribution is adequately recognized.
Whether this will be an acknowledgement or a co-authorship depends on the individual
project and on the contribution
made by the platform personnel. As a rule of thumb: staff
personnel who make substantial intellectual and/or experimental contributions should be
credited as co-authors. Platform
operators are scientists and, as
for any researcher, a proper acknowledgment in publications is
an important metric of the value
of their platform.
Find the five NCCR platforms
briefly presented on the following page.

The 900 MHz NMR spectrometer
of the Biomolecular NMR
Spectroscopy Platform (BNSP)
at the ETH Zürich
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High-throughput
Crystallization
The Crystallization Platform of Nenad Ban’s
research group at the Institute of Molecular
Biology & Biophysics, ETH Zürich, Hönggerberg, has been established with the aim to
enhance success rate and speed of the structure determination process by X-ray crystallography. The platform performs automated
high throughput biomolecule crystallization
screens by means of low-volume crystallization and liquid handling robotics. The infrastructure portfolio includes commercial and
customized screens, libraries of stock solutions, and a manually operated crystallization
setup. Additionally, NCCR members benefit
from the service and expert knowledge on
sample preparation, and may enjoy individual training on how to set up crystallization
screens and visually inspect crystals. Around
1’000 different initial crystallization conditions
can be covered in a first screen. The platform
is also equipped to handle biomolecules that
need special requirements such as membrane
proteins, RNA and RNA-protein complexes.
The service is free of charge and there is no
collaborative claim upon crystallization success. However, the Ban lab is open to discuss
a possible collaboration in structure determination in the case a NCCR researcher is able
to reproducibly grow suitable crystals.

Next Generation
Sequencing
The Next Generation Sequencing (NGS)
Platform of the University of Bern provides
researchers of the NCCR access to a variety
of nucleic acid sequencing methodologies,
and assistance with design and data analysis of genome-wide experiments. The platform is equipped with different powerful
ultra-high-throughput sequencers for largescale genomics and for more focused applications. With the new illumina HiSeq3000, the
NGS service currently has the fastest sequencing instrument in Switzerland. The platform
strives to accommodate flexible experimental
designs requiring between a few Mb up to
several Tb of raw data. In addition, it provides
a wide range of accessory instruments for
sample and library preparations. The core facility personnel is willing to offer user training
for groups who would like to perform their
own NGS experiments. Services are offered
to NCCR researchers on the basis of internal
user fees. First-time users are strongly encouraged to check and discuss the experiment(s)

with Tosso Leeb, the director of the NGS platform, before submitting samples. Although
commercial sequencing suppliers can provide
very good services, most experiments can be
done at lower prices and with much more reciprocal understanding of scientific and technological details at the NGS platform.

Mass Spectrometry
and Proteomics
The Mass Spectrometry and Proteomics Core
Facility (PMSCF) at the Department of Clinical Research, University of Bern, offers Liquid
Chromatography Mass Spectrometry (LC-MS)
instrumentation, technical support and methodological assistance for the identification and
characterization of single proteins, as well as
for proteome quantification for applications
within proteomics, biopharma and metabolomics. The service covers techniques used in
sample preparation for LC-MS, protein identification and fractionation of complex protein
mixtures, analyses of phosphopetides and
other post-translational modifications, peptide sequencing, and provides methods for
the (semi-)quantitative estimation of protein
abundances. Equipped with the latest Orbitrap
technology, it is also possible to measure the
mass of intact proteins as large as 150 kDa.
The PMSCF group headed by Manfred Heller comprises four researchers and is located
in the Kinderklinik at the Inselspital, Bern.
NCCR researchers pay the same service fees
as researchers at the University of Bern. The
PMSCF stands out due to high flexibility and
welcomes to discuss and plan new projects
carefully beforehand with the service users.

Biomolecular NMR
Spectroscopy
The Biomolecular NMR Spectroscopy Platform
(BNSP) of the Department of Biology at the
ETH Zürich, Hönggerberg, offers state-of-theart know-how and infrastructure for the study
of biomolecules in solution. The platform operates six NMR spectrometers with magnetic
field strengths ranging from 500 to 900 MHz,
and provides expertise and support on the
production of isotopically labeled samples,
NMR experiment set-ups, data analysis, and
structure calculations. In addition to the NMR
instruments, a new machine that uses the
SwitchSense technology is available, which allows to measure the motion of biomolecules
on a chip and to capture ultra-fast and ultra-slow kinetics. Kd-values can be measured
from the fM to mM range by using low con-

centrations of unlabeled molecules. This approach can be used to measure differences in
affinity between WT and mutated versions of
protein-RNA complexes and can be extended
to the study of protein-DNA, protein-protein
and protein-small molecule interactions. The
platform provides researchers who are adequately trained in NMR spectroscopy with
operation time and offers to scientists who
do not have or wish training a basis for potential collaboration. NCCR researchers have
direct access through Antoine Cléry, who is
the BNSP scientific adviser for the members of
the NCCR RNA and Disease. There is no fee,
and the costs of the NMR isotopes used for
protein labeling are borne by the NCCR. The
platform prefers collaborative short-termed
projects such as experiments on biomolecular interactions, but is also interested in longterm experiments such as macromolecular
structure elucidation.

RNA Synthesis
The RNA Synthesis Platform of the Institute
of Pharmaceutical Sciences, ETH Zürich,
Hönggerberg, run by senior scientist Ugo
Pradère in the lab of Jonathan Hall provides
NCCR members access to a broad expertise
in the synthesis of various types of oligonucleotides (DNAs, RNAs, 2’-modified) including a wide range of chemical modifications.
The platform is equipped with two automated MerMade DNA/RNA synthesizers, which
perform oligonucleotide synthesis according
to the state-of-the-art solid-phase phosphoramidite method. RNAs and DNAs with
lengths up to 80 and 140 nucleotides can be
synthesized with modifications incorporated
sequence-specifically. One aim of the platform is to provide non-commercially available
oligonucleotides as key tools for biological
research. Preparative high-performance liquid
chromatography (HPLC) meets the needs for
yield and purity of the synthesized oligonucleotides. Modified oligonucleotides are delivered in a scale ranging from 1 nmol to 0.5
µmol, quantities that are suited for biochemical, biological and structural studies. Delivery
of milligram quantities is also feasible. NCCR
researchers have access to free technical services and expert knowledge funded by the
NCCR. Currently, the platform has a dozen
of ongoing projects with NCCR members and
other research groups. Any researcher with a
need for specific oligonucleotide structures
is encouraged to contact the head of the
platform.

by Thomas Schnyder
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Welcome to associate
members of the
NCCR RNA & Disease
As an effort to enhance the
interconnections among Swiss
scientists investigating RNA
and disease-related problems,
the NCCR RNA & Disease offers
the possibility for interested
group leaders to become associate
members. Associate members
are invited to NCCR RNA & Disease
events, such as retreats and
workshops and get access to the
technology platforms and programs
(e.g. Lab exchange) of the NCCR.

Prof. Martine Collart

Prof. Isabelle Mansuy

Department of Microbiology and Molecular Medicine, University of Geneva

Lab of Neuroepigenetics,
University/ETH Zürich

Within the last months, the
steering committee has approved
14 requests for associate memberships. Please welcome our new
associate members!

My laboratory studies the conserved Ccr4Not complex in the yeast S.cerevisiae. We
are determining which mRNAs are associated
with the Not1 scaffold, what the importance
of the other subunits for interaction of Not1
with mRNAs is, where the mRNAs are bound
and how Not1 association with mRNAs is relevant for their post-transcriptional regulation
such as their partitioning between polysomes
and RNA granules, their translation or their
stability.

My laboratory examines the epigenetic basis
of complex brain functions and the heritability of acquired traits across generations in
mammals. It uses a mouse model of traumatic stress in early life to study the implication
of DNA methylation, non-coding RNAs and
histone/protamine modifications in the brain
and germ cells in non-genetic transgenerational inheritance.

Prof. Peter Meister

Dr. Silvia Monticelli

PD Dr. Torsten Ochsenreiter

Institute of Cell Biology,
University of Bern

Institute for Research
in Biomedicine, Bellinzona

Institute of Cell Biology,
University of Bern

My laboratory is interested in the inter-relationship between cell fate - the execution of
a given transcriptional program - and nuclear
organization - the spatial folding of the genome inside the nuclear space. We use the
nematode C. elegans as a model system for
its fixed cell lineage and advanced genetic
analysis tools, combining molecular biology
(DamID, RNA-seq) and imaging approaches.

Our lab is interested in the regulation of gene
expression, and in particular in molecular
networks underlying immunological processes. Over the years we investigated the role
of microRNAs, transcription factors and DNA
methylation in different immune cells. We are
now aiming at understanding the role of microRNAs in regulating human T lymphocyte
activation and functional states, both during
normal responses to invading pathogens as
well as in diseases like autoimmunity.

RNA editing was discovered in trypanosome
mitochondria where this mechanism is required to produce functional mRNA transcripts. Similar to the concept of alternative
splicing, editing can lead to a diversification
of the mRNAs and ultimately to novel protein
products. My group is interested in the regulation of this process that involves a large
protein complex as well as small non-coding
RNAs.
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Prof. Vikram Panse

Prof. Olivier Pertz

Dr. Ramesh Pillai

Institute of Biochemistry,
ETH Zürich

Department of Biomedicine,
University of Basel

Department of Molecular Biology,
University of Geneva (as of early 2016;
currently at EMBL Grenoble Outstation, France)

My laboratory employs a combination of
diverse approaches in the model organism
budding yeast and structural biology tools to
dissect eukaryotic ribosome assembly, quality
control and transport. We aim to uncover at
the molecular level: (1) How the nucleo-cytoplasmic transport machinery and the ribosome assembly pathway collaborate to build
functional ribosomes (2) Quality control steps
that permit only correctly assembled ribosomes for translation.

We study local mRNA translation in neurons.
We have identified a panel of mRNAs that
localize to neuronal growth cones. We use
live cell imaging techniques to quantitatively
study the regulation of mRNA transport, local
translation, and the fate of the locally synthesized proteins. This process shapes signaling
domains that precisely position cytoskeletal
polymers within neuronal processes, or allows
for retrograde signaling between the growth
cone and the nucleus. This might provide novel therapeutic strategies to target neurodegenerative diseases and neuronal injury.

We study how small RNAs protect genomes
from mutagenic activity of transposable elements. Gonad-specific ~30 nt PIWI-interacting RNAs (piRNAs) use complementary
base-pairing to identify their targets to mediate post-transcriptional or transcriptional
repression. Defects in the piRNA pathway
lead to infertility in animals due to arrested
germ cell development. We use a variety of
methods ranging from protein biochemistry
to animal genetics, bioinformatics and structural biology.
Key words: PIWI, piRNAs, small RNAs, biochemistry, mouse genetics

Prof. Elisabeth I. Minder
Prof. Xiaoye Schneider-Yin
Dr. Jasmin Barman-Aksözen

Dr. Carlo Rivolta

Prof. Mark Robinson

Department of Medical Genetics,
University of Lausanne

Statistical Bioinformatics Group,
University of Zürich

Our research interests involve the molecular
biology and genetics of retinitis pigmentosa
(RP), a hereditary disease leading to progressive blindness. In particular, we study the molecular mechanisms by which mutations in a
number of pre-mRNA splicing factors, i.e. in
proteins that are expressed in all tissues, are
evolutionary conserved, and are essential for
cell survival in all eukaryotes, can paradoxically cause RP, a tissue-specific, non-deadly
condition in humans.

My laboratory at UZH works on methods in
statistical bioinformatics. While this brings us
close to various types of large-scale genomic
data, RNA sequencing data still represents a
major theme of our methodological research;
at present, we are focused on methods for
differential expression, changes in isoform
usage and splicing QTL analyses. We collaborate widely with experimental scientists and
are always on the lookout for new methodological challenges.

Institut für Labormedizin,
Stadtspital Triemli, Zürich

Our research interest is the rare genetic disorder erythropoietic protoporphyria (EPP),
which leads to an extremely painful sensitivity
to visible light. EPP is predominantly caused
by a splice modulating SNP in combination
with a loss of function mutation of the ferrochelatase gene in trans. We aim at correcting
the aberrant splicing in EPP-patients, restoring the ferrochelatase level to that of asymptomatic mutation carriers. Together with the
NCCR groups of D. Schümperli and J. Hall,
we characterize a humanized mouse model,
which we developed, and we investigate possibilities to target erythropoietic stem cells.
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Prof. Isabel Roditi

PD Dr. Raffaella Santoro

Prof. Anton Wutz

Institute of Cell Biology,
University of Bern

Institute of Veterinary Biochemistry and
Molecular Biology, University of Zürich

Institute for Molecular Health Sciences,
ETH Zürich

My group investigates how African trypanosomes, the parasites causing human sleeping
sickness, regulate gene expression during
their life cycle and in response to environmental signals. We have a long-standing interest in RNA processing, post-transcriptional
control and translation. In addition, we study
chromatin-associated proteins and their roles
in modulating transcription. Since gene expression in trypanosomes shows marked differences to that of higher eukaryotes, it offers
opportunities for therapeutic intervention.

A major aim of our research is to define at
the mechanistic and functional level the role
of long non-coding RNA in epigenetic regulation in human health and disease. How do
lncRNAs act? How do their activities integrate
into the control of gene expression programs
and cell state decision? To address these
questions, we use a wide range of approaches by integrating diverse areas including cell
biology, biochemistry, molecular biology and
bioinformatics.

Our research group studies the mechanisms
of gene regulation that contribute to establishing the many human cell types. Our
research has contributed to understanding
the role of RNA in gene regulation during
mammalian development. Among the main
contribution relevant to NCCR activities is
the exploration of the non-coding Xist RNA
in regulating chromatin during embryonic development and in cancer cells. We have also
addressed the mechanism of gene and chromatin regulation through non-coding RNAs
by a number of methods.

Interested in becoming an associate member? Visit our Webpage for more information.

LOOKING BACK

50 years ago
Spiegelman‘s Monster
In 1965 Sol Spiegelman managed to make
short strands of RNA in a test tube and let
them replicate autonomously. He mixed RNA
from a simple bacteriophage Qβ with Qβ’s
RNA replication enzyme, some free nucleotides, and some salts.
The RNA worked just like it would in a
living organism, and it even went through
something like an artificial evolution: taking
a little of the resulting RNA and adding it to
a second replicating system – repeating this
step again and again – led to a shortening
of the RNA while it became more efficient at
replicating itself. After 74 generations, what
started out as an RNA strand with 4500 nu-

cleotide bases ended up as a dwarf genome
with only 220 bases. This raw replicator with
no gene expression abilities could replicate
very fast. It was soon to be called Spiegelman’s Monster – even the researchers used
the term in their publications.
It was the first time that a piece of nucleic acid made in the test tube worked as
well as the stuff made in nature. Spiegelman
had achieved the first synthesis of a biologically competent, infective viral nucleic acid.
The press was excited and wrote about “the
dream experiment of modern biology”, but
came up with “Frankenstein” analogies at
the same time. Spiegelman didn’t like the

comparison, he didn’t think he had tinkered
around with artificial life: “When you create
a living object the presumption is that the
object didn’t exist before. This I did not do.
Working with simple chemical compounds, I
take a primer of a living object and I generate
many living objects from it.”

Spiegelman, S., Haruna, I., Holland, I.B., Beaudreau,
G. & Mills, D. (1965). “The Synthesis of a Self-propagating and Infectious Nucleic Acid with a Purified
Enzyme”. PDF of the original paper here.
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100 years ago
William Lawrence Bragg
In 1915 the youngest Nobel prize winner ever
was announced: William Lawrence Bragg,
who was 25 at the time. Together with his
father William Henry Bragg he had developed X-ray crystallography and as a byproduct found Bragg’s Law which describes the
scattering of waves from a crystal lattice. The
re-emitted wave fields interfere with each
other either constructively or destructively,
producing a distinctive diffraction pattern.
The resulting wave interference pattern is the
basis of diffraction analysis, a method called
Bragg diffraction.
Originally the method had only been used
for simple crystals in material science and geology, but after the Second World War it soon
became clear that it could be put to great use
to determine the structure and function of
many biological molecules, mainly thanks to

the work of Dorothy Crowfoot Hodgkin, who
found the structures of cholesterol (1937),
penicillin (1946) and vitamin B12 (1956) and
later of insulin. For her first accomplishments
she herself was awarded a Nobel Prize, almost exactly fifty years after the Braggs, in
1964. RNA structure analysis on the other
hand proved to be a difficult task. In 1965
Holley et al. sequenced the first tRNA molecule, proposing structural elements as well,
but after these first achievements the field of
RNA structure did not dramatically advance
for over two decades, until the coming of
NMR as the second powerful technique in
structural biology research. Recently, Ada
Yonath, Venkatraman Ramakrishnan, and
Thomas Steitz were awarded the 2009 Nobel
Prize in Chemistry for their structural work on
the ribosome.

A hundred years ago, the Nobel prize committee honoured the two Braggs with the following, indeed somewhat prophetic words:
“Thanks to the methods that the Braggs, father and son, have devised for investigating
crystal structures, an entirely new world has
been opened and has already in part been
explored with marvellous exactitude. The
significance of these methods, and of the results attained by their means, cannot as yet
be gauged in its entirety, however imposing
its dimensions already appear to be.”

by Roland Fischer

ANNOUNCEMENTS

People

Support Grants

We are delighted to announce that Prof. Robert J. Schneider (NYU
School of Medicine) joins the NCCR RNA & Disease scientific advisory
board (SAB) besides Profs. Elena Conti, Witold Filipowicz, Jørgen
Kjems and Adrian Krainer.
Dr. Thomas Schnyder and Roland Fischer are both experienced
science journalist with a scientific and journalist background. They
accompany the NCCR for medial activities including the newsletter,
media releases, science fairs etc.

Please visit our webpage for more information on the Lab exchange
program, the Doctoral mobility grant and measures in the advancement of women in science.

Passed events organized or supported
by the NCCR RNA & Disease
Workshop on Presentation Skills Training

Upcoming events organized or supported
by the NCCR RNA & Disease
> NCCR RNA & Disease monthly seminar series at Univeristy
of Bern and ETH Zürich
> RNA Biology lecture series at University of Bern and ETH Zürich
> The Swiss RNA Workshop: January 22 2016, Bern
Registration deadline: December 7 2015

The NCCRs RNA & Disease, Kidney.CH and TransCure organized a
joint NCCR workshop on “Presentation skills training” with Sašo
Kočevar (hfp consulting) at Schloss Ueberstorf from November 9–11,
2015. The following people were supported by our NCCR: Dr. Tariq
Afroz (M. Polymenidou lab), Giuditta Annibaldis (O. Mühlemann lab),
Lisamaria Bracher (N. Polacek lab), Francesca Coraggio (P. Meister
lab), Roger Fricker (N. Polacek lab), Sari Kassem (M. Collart lab).
Zuzanna Maniecka (M. Polymenidou lab), Dr. Nitish Mittal (M. Zavolan lab), Dr. Auson Monfort (A. Wutz lab), Dr. Ugo Pradère (J. Hall
lab), Anna-Sophia Reis (J. Linger lab), Nina Rpin (F. Allain lab), Beryl
Royer-Betrand (C. Rivolta lab).

NCCR RNA & Disease internal events:
> NCCR RNA & Disease general assembly:
November 20 2015, ETH Zürich.
> 1st NCCR RNA & Disease Retreat:
Jan. 19–21 2016, Kandersteg, Hotel Belle Epoque Victoria.
> 2nd NCCR RNA & Disease Site Visit: March 22–23 2016, Bern

RNP & Disease Conference
The NCCR RNA & Disease issued 19 travel grants for PhD students
and postdocs for the RNP & Disease Conference held in Marra
kech, Morocco from October 14-17, 2015. Grantees: Irene Beusch
(F. Allain lab), Philipp Bieri (N. Ban lab), Dr. Sébastien Campagne
(F. Allain lab), Roger Fricker (N. Polacek lab), Foivos Gypas (M.
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Zavolan lab), Dominik Jedlinski (M. Zavolan lab), Dr. Alexander Kanitz
(M. Zavolan lab), Dr. Miriam Koch (N. Polacek lab)., Dr. Michal
Domanski (O. Mühlemann lab), Mobin Mehrpouya (M. Stoffel lab),
Ahmed Moursy (F. Allain lab), Dr. Violeta Castelo-Szekely (D. Gatfield
lab), Dr. Antoine Cléry (F. Allain lab), Dr. Afzal Dogar (J. Hall lab),
Karolin Hermanns (M. Stoffel lab), Katarzyna Kowalik (M. Bühler lab),
Mirjam Menzi (J. Hall lab), Dr. Philipp Odermatt (D. Schümperli lab),
Dr. Ugo Pradère (J. Hall lab).
The NCCR RNA & Disease also financed the participation of three
invited speakers, Prof. U. Kutay, Prof. M. Stoffel, and Prof. O. Mühlemann, at the RNP & Disease Conference.
Negotiation workshops for women in science
The NCCR RNA & Disease supported the participation of 12 women at negotiation workshops for women in science entitled “strong
women/strategic performance: achieving success in meetings &

negotiations” with Nancy Houfek on October, 12 & 14 (ETHZ) and
16 (EPFL), 2015. The supported women were: Dr. Sarah Allen (M.
Nowacki lab), Giovanna Brancati (H. Grosshans lab), Dr. Malgorzata
Duszczyk (F. Allain lab), Dr. Marianna Feretzaki (J. Lingner lab), Dominique Furrer (M. Nowacki lab), Dr. Larissa Grolimund (NCCR scientific
officer), Dr. Stefanie Jonas (U. Kutay lab), Dr. Olesya Panasenko (M.
Collart lab), Dr. Virginie Ribaud (M. Collart lab), Yuluan Wang (J.
Hall lab), Jessica Willi (Polacek lab), Prof. Mihaela Zavolan (NCCR PI).
Scientifica
The collaborative NCCR RNA & Disease project on Erythropoetic Protoporphyria (EPP) between the groups of Prof. D. Schümperli (University of Bern), Prof. J. Hall (ETH Zürich) and the Porphyria group
headed by Dr. J. Barman, Prof. X. Schneider and Prof. E. Minder
(Triemli Hospital) was presented at this year’s Scientifica in September.

1 st NCCR RNA & Disease Summer School
The first NCCR RNA & Disease Summer School
“RNA as Target and Drug“ was held in SaasFee from August 25 to 28 2015. 43 participants had the opportunity to share ideas and
learn about the use of RNA both as target
for therapies and as a drug, interactively with
internationally renowned scientists from academia and industry. The summer school was

undoubtly one of this year’s NCCR highlights.
Students and postdocs received an excellent
overview on the many aspects of RNA therapeutics, had the opportunity to network with
experienced people from companies and academia, and established new contacts among
themselves. Besides the lectures from the
invited guests, the participants could train

Participants of the 1st NCCR RNA & Disease Summer School
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their presentation skills and share their work
with the others through short chalk talks. The
hike in the beautiful surroundings of Saas-Fee
further fostered interactions among the participants and invited guests. We would like
to thank the organizers, the invited guests,
and the participants for contributing to such
a successful and inspiring event!

