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Scientific overview
The lab is running two transmission electron microscopes: Philips CM100
and Tecnai Spirit. In addition, a high-resolution Tecnai Polara cryo-EM is
available through the cooperation with the cryo-EM group in the institute
(Thorsten Mielke, USN, Anwenderzentrum). All EMs are equipped with CCD
cameras and optional cryo or tomography holder.

A broad range of preparation methods is established. Our main focus is on:
ultra-thin sections of embedded samples;
specific labelling of sections or isolated structures;
visualization of nucleic acids and nucleic acid - protein interactions;
cryo preparation and image acquisition of samples in vitreous ice.
fine structural analysis of protein complexes or viruses after negative
staining.

Within the institute we perform projects with all departments having wet
labs.
Research Group Development & Disease (Stefan Mundlos)

M. Kolancyk: Immuno-gold localzation of a nitric oxide synthase.
U. Kornak: Structural changes in mitochondria after expression of PYCR1.

Dept. of Human Molecular Genetics (H.-Hilger Ropers)
A. Kuss: Structure of the nuclear membrane in Bod1 transfected MatCat
cells
R. Ullmann: Protein localization by immunolabelling of IMR-90 in fetal
fibroblasts.
C. Scharff /S. Scotto: Neurogenesis in bird brain.
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Dept. of Vertebrate Genomics (Hans Lehrach)
G. Panopoulou: Expression patterns in sections of in situ labelled sea urchin
and amphioxus embryos.
J. Adjaye: Morphological changes characterization of iPSC and ESC line dur-
ing cultivation.
B. Lange: The function of two cancer-related proteins for maintaining centri-
ole integrity was confirmed in U2OS osteosarcoma cells after protein deple-
tion by siRNA.

Dept. of Developmental Genetics (Bernhard Herrmann)
N. Véron: Localization of the t-complex responder locus (Tcr).
M. Mayer: Mice kidney podocytes in Slit12 knockouts.

Collaborations outside the institute are often in continuation of projects started
during the stay of the people in this institute.

J.C. Alonso/S. Ayora, Centro Nacional de Biotecnologia, Departamento de
Biotecnologia Microbiana, Madrid: Replication and recombination in B. subtilis
and phage SPP1.
M. Espinosa / A. Bravo, Centro de Investigaciones Biológicas (CSIC), Madrid:
Replication and mobilization of the promiscuous plasmid pMV158.
K. Geider, JKI Dossenheim, Analysis of morphology and DNA of Erwinia
phages.
S. Hertwig, Bundesinstitut für Risikobewertung (BfR), Berlin: Phage PY54
from Yersinia enterocolitica replicates as a linear chromosome. EM analysis
of the complexes of the C1 repressor with the operator region.
M. J. Loessner, Swiss Federal Institute of Technology (ETH), Zürich: EM
characterisation of phages (Listeria) and their DNA.
G. Multhaup, FU Berlin, Institut für Chemie-Biochemie, Assembly of β-amy-
loid fibrils monitored by EM.
E. Orlova, Birkbeck College, Dept. of Crystallography, University of London:
Image processing of data sets from components of phage SPP1.
A. Pingoud / V. Pingoud, Institut für Biochemie, Justus-Liebig-Universität
Giessen: Interaction of nucleases (CAD, EndoG, DNaseII) and regulatory pro-
teins with DNA. Specific interaction of restriction enzymes and their recogni-
tion sequence on the DNA
C. Speck, DNA Replication Group MRC, Clinical Sciences CentreFaculty of
Medicine, Imperial College, LondonHammersmith, Yeast replication: visual-
ization of the MCM2-7 helicase loaded onto origin DNA.
P. Tavares, Laboratoire de Virology Moléculaire et Structurale, CNRS, Gif-
sur-Yvette: Life cycle of B. subtilis bacteriophage SPP1 (morphogenesis, DNA
packaging, infection); fine structural analysis of the phage components.
J.N. Reeve, Ohio State University, Columbus: Mapping of the archaeal tran-
scription repressor (TrpY) from Methanothermobacter.
E. Wanker, Max-Delbrück-Centrum Berlin-Buch: Effect of selected drugs on the
formation of huntingtin, α-synuclein or β-amyloid fibrils monitored by EM.
E. Weinhold, Institut für organische Chemie, RWTH Aachen: Sequence spe-
cific labeling of DNA by covalent binding of modified cofactors of restriction
enzymes.
J. Zakrzewska-Czerwinska, Institute of Immunology and Experimental Therapy,
Polish Academy of Sciences, Wroclaw: Architecture of the partitioning com-
plexes (segregosomes) in Streptomyces coelicolor.
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Figure 2: 3D Image reconstruction of the phage tail of the
translational frameshift mutant pIA8 of phage SPP1 show-
ing an additional IG like domain. (collaboration with the
goups of P. Tavares and E. Orlova)

Figure1: Immunolabelling of
tail tip proteins of Listeria ph-
age A118. LSP=lytic struc-
tural protein, RBP receptor
binding protein. (collabora-
tion with group Loessner,
Zürich).

General information
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R Melki, P Tavares (2008) Oligomeriza-
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Del Solar (2007) Interactions between the
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35(4):1230-44.
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I.G.Boneca, P Skrobuk, J Piotr, R Lurz, J
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in initiation of chromosomal replication
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65(4): 979-94.
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Trautner (2006) Bacteriophage SPP1 in
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Oxford University Press
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Stricker, R Lurz, I Mikula, M Duchnie-
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Guest scientists
J. Klumpp, Swiss Federal Institute of
Technology (ETH), Zürich, 07.-13.05.
2006

F. Pratto, Centro Nacional de Biotecnolo-
gia and C. Manfredi, Universidad Autono-
ma de Madrid, Madrid, 13.-26.05. 2006
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A. Bravo, Centro de Investigaciones
Biológicas (CSIC), Madrid, 28.05.-12.06.
2006

Fátima Gaaset Rosa, Centro de
Investigaciones Biológicas (CSIC),
Madrid, 25.06.-25.07. 2007

R.Bielmann; Swiss Federal Institute of
Technology (ETH), Zürich, 20.08.-
14.09. 2007

P. Tavares, Unité de Virologie Molé-
culaire et Structurale, Gif-sur-Yvette,
17.-24.09. 2007

Juan López Villarejo/ Ramon Diaz
Orejas, Centro de Investigaciones
Biologicas (CSIC), 18.11.-07.12.2007

Ambra Lo Piano/Sylvia,  Centro
Nacional de Biotecnologia, Madrid, 01.-
28.09. 2008

J. Klumpp, Swiss Federal Institute of
Technology (ETH), Zürich, 20.-
30.04.2009

Public relations
Demonstration of the EM facility to the
public within Die lange Nacht der
Wissenschaften. Practical demonstrations
to classes schools in and outside Berlin.
Several school apprentices (Schüler-
praktikanten) for 2 to 3 weeks each.
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Cryo-electron Microscopy: Structure Determination
of Macromolecular Complexes & Protein Modules
(Established: 2004)

Introduction
Sequencing the genomes of multiple organisms including Drosophila, zebra fish
and human has revealed the total number of genes and the sequence of the en-
coded proteins. The next steps towards understanding biological processes includ-
ing diseases require the characterization of the protein composition in a given cell,
the protein function and protein protein-interactions. Consequently, understand-
ing protein function at a molecular level requires profound knowledge of the struc-
ture of a protein and its different functional states.
However, key processes in biology involve large protein complexes such as multi-
enzyme-complexes, the ribosome and RNA polymerases. Many of these com-
plexes act as highly organized molecular machines, but often show a variable
assembly and are subject to dynamical regulation. Furthermore, many signalling
complexes or protein modules form only temporarily, making structure determi-
nation even more difficult.
Our group aims for structure determination of macromolecular protein complexes and
protein modules using cryo-electron microscopy (cryo-EM) in combination with the
single-particle approach. This technique has emerged as the key technology to gain
structural information on macromolecular protein complexes without the need to crys-
tallize these complex and dynamic systems. The molecules of interest are embedded
in a thin layer of vitreous ice under near physiological conditions and imaged by
transmission cryo-electron microscopy. Image processing then allows the reconstruc-
tion of the three-dimensional structure at sub-nanometer resolution.

Miscellaneous
Research Groups
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Results
Starting in 2004, we have established a state-of-the-art cryo-EM facility within
the Berlin-Brandenburg-wide research consortium UltraStructure Network (USN).
The USN aims for a systematic analysis of macromolecular protein complexes
combining methodology for complex isolation, analysis of the protein composi-
tion and function and, finally, cryo-EM structure determination. Our facility pro-
vides the latest techniques for cryo-EM structure determination including screen-
ing, semi-automated sample vitrification, data acquisition and intense computing
resources for image processing. The Core instrument is a helium-cooled 300 kV
Tecnai G2 Polara electron microscope (FEI) equipped with a 4k CCD camera
(TVIPS). Additionally, a 100 kV Philips CM100 and a 120 kV Tecnai Spirit elec-
tron microscope are available through the close collaboration with the microscopy
group of our institute (AG Rudi Lurz).
Within the framework of the USN, we support the isolation of protein complexes
of various groups e.g. the “Protein Complexes and Cell Organelle Assembly Group”
(AG Bodo Lange, MPIMG) and the “ribosome group” (Knud Nierhaus, MPIMG)
with EM-screening techniques. We further solved several mainly ribosomal com-
plexes at 1 nm resolution or below, which revealed important new insides into
different functional states of the cellular protein biosynthesis machinery. One ex-
ample is the structure of the active ribosome in complex with the signal recogni-
tion particle (SRP) and the SRP receptor at 8 Å resolution. This structure unveiled
how the interaction of the SRP receptor with both, the ribosome and the SRP,
displaces parts of the SRP molecule, leading to the exposition of ribosomal
translocon binding sites (Halic et al. (2006) Science 312, 745-747). The cryo-EM
structure of the yeast 80S ribosome in complex with the cricket paralysis virus
IRES element at 7.3 Å resolution allowed for the very first time the de-novo mod-
elling of the complete viral IRES RNA (Schüler et al. (2006) Nature Structural &
Molecular Biology 13, 1092-1096).
The project “Anwenderzentrum” focused on new methods to further exploit the
potential of cryo-EM structure determination in the sub-nanometer range, where
conformational sub-states as well as different ligand binding states become in-
creasingly crucial. New strategies for particle classification and sorting based on
3D variance analysis and multi-reference alignment allowed us in cooperation
with Knud Nierhaus, Paola Fucini (MPIMG) and Christian Spahn (Charité) to
identify a new tRNA intermediate of the 70S E. coli ribosome during EF4-medi-
ated back-translocation (Connell et al. (2008) Nature Structural & Molecular Bi-
ology 15, 910-915). In cooperation with Roland Beckmann (LMU Munich) and
Thomas A. Steitz (Yale University, USA) we could trace the ordered TnaC nascent
chain within the exit tunnel of the ribosome (Seidelt et al. (2009) Science, in press).
Visualizing eukaryotic ribosome-Sec61 complexes, we could further trace the nas-
cent into the protein conducting channel. These structures provide a new struc-
tural basis for co-translational protein translocation, proving that the nascent chain
interacts only with a single copy of the Sec61 complex (Becker et al. (2009) Sci-
ence, in press). In Cooperation with Venkatraman Ramakrishnan (MRC-LMB,
UK), we could for the very first visualize an antibiotic, kirromycin, in the ternary
complex of the T. thermophilus 70S ribosome and elongation factor Tu (Schuette
et al. (2009) EMBO J. 28, 755-765), proving the potential of cryo-EM to address
pharmaceutical and medical relevant questions, which so far were out of reach of
this technique.

Current activities and future perspectives
Technical developments in the field of cryo-EM including modern electron micro-
scopes such as the G2 Polara allow structure determination of macromolecular



282 complexes at sub-nanometer resolution. However, in the sub-nanometer range,
intense image processing techniques such as particle classification and sorting are
mandatory to overcome sample heterogeneity due to conformational flexibility.
This requires not only more computing power, but also a high degree of automa-
tion for both, image acquisition and image processing, to process not only a few
hundred thousands but also millions of particles. We currently focus on automated
data acquisition using the Leginon system (AMI group, The Scripps Research
Institute, La Jolla, USA) or Emtools (TVIPS) and aim to establish an automated
image processing pipeline. Another focus lies on structural analysis of highly dy-
namic protein modules within the collaborative research centre 740 “From mol-
ecules to modules: Organisation and dynamics of functional units in cells”. Here
we aim to implement molecular electron tomography as a new tool for initial struc-
ture determination and the analysis of macromolecular assemblies with varying
stability and/or only temporary associated subunits.

Figure 1: Cryo-EM structure of the 70S ribosome in complex with elongation factor EF-
Tu, KPhe-tRNA, GDP and kirromycin shown from the top (a), from the L7/L12 side (b),
from the 30S side, with the 30S subunit removed (c) and from the 50S side, with 50S
subunit removed (d). The colors distinct the different components: 30S subunit, yellow;
50S subunit, blue; EF-Tu, red; A/T-tRNA, orange; P-tRNA, green; E-tRNA, brown; mRNA,
pink.  Details of the switch II region (e) and the kirromycin binding site (f) are high-
lighted (modified from Schuette et al. (2009) EMBO J. 28, 755-765).

Internal cooperations
Knud Nierhaus, Ribosome Group,
Structure determination of riboso-
mal complexes;
Bodo Lange, Department of Verte-
brate Genomics, Isolation and pu-
rification of protein complexes;
Rudi Lurz, Microscopy Group, elec-
tron microscopy and electron to-
mography.

External cooperations
Prof. C.M.T. Spahn, Prof. K.P. Hof-
mann, Charité – Universitätsmedizin
Berlin
Prof. P.-M. Kloetzel, Prof. E. Krü-
ger, Dr. U. Seifert, Charité – Univer-
sitätsmedizin Berlin
Prof. R. Beckmann, Prof. P. Cramer,
Genzentrum München, Ludwig-
Maximilians-Universität (LMU),
München
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Prof. H. Oschkinat, Prof. Bernd Reif,
Dr. Christian Freund, Leibniz-Institut
für Molekulare Pharmakologie
(FMP), Berlin
Prof. E. Wanker, Max-Delbrück-Cen-
trum für Molekulare Medizin, Berlin
Prof. N. Grigorieff, Brandeis Univer-
sity, Waltham MA, USA

Prof. P. Penczek, Dept. of Biochem-
istry and Molecular Biology, The
University of Texas - Houston Medi-
cal School, Houston, TX, USA
Dr. G.F.X. Schertler, MRC Laboratory
of Molecular Biology, Cambridge,
UK
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External funding
DFG, Collaborative research centre 740
(SFB 740): From molecules to modules:
Organisation and dynamics of func-
tional units in cells, 01/07-12/10

EFRE: Anwenderzentrum, 05/ 06 – 11/
08

EFRE: Ultrastructure Network, 06/03
– 06/06

Teaching activities
Lecture as part of the program of study
“Medizinische Physik”, Charité-
Universitätsmedizin Berlin.

Public relations
Practical demonstrations of the cryo-
EM facility to the public within the
“Long night of Science in Berlin”

Practical demonstrations to several vis-
iting school classes from Germany and
Austria
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Scientific overview
The htpt-group is a co-operation partner of the international human genome se-
quencing project consortium, as described by H. Lehrach (Dept. Vertebrate
Genomics), member of various European projects and several national project
financed by BMBF, DFG and MPG. The group has established a good infrastruc-
ture for large-scale genomic analysis projects such as sequencing, mutation analy-
sis and mass spectrometry, as has been partially described in the section of the
service group.
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The recent publications of human chromosomes and of the completed human ge-
nome sequence were the ultimate successes of our major effort within the time
period since 2000. Important steps on this successful way are the sequencing and
final analysis of chromosome 21, the second finished human chromosome, still
one of the most accurately analysed one, and our contribution to several regions of
the human chromosomes 1, 3, 17, and X. Our next finalised projects along this
line are the completed elucidation of chimpanzee chromosome 21, the ortholog to
human chromosome 21 and major parts of the X-chromosome. The whole project
was organised by a German-Asian consortium (X-chromosome only Germany),
wherein MPIMG was responsible for the German part. These results, being
summarised within the present report period, are not only important because chim-
panzee is our closest relative, it is the first time that a large genomic arrangement,
two complete chromosomes of man and chimpanzee, are comparatively analysed.
Therefore, not only genes and variations within the coding elements are compa-
rable, but also intronic regions and even more important, promoter elements are
accessible for any comparative analysis and elucidation.

In addition, we have been involved in the analysis of model organisms such as
mouse (chromosome 2 and 6), rhesus MHC and the complete analysis of the rat
MHC (RT1) complex, which plays an important role in infectious diseases. The
MHC region belongs to the most densely packed, gene rich regions and although
it spans only over a 4 Mbases area, we have identified 220 genes, nearly as many
as in the human chromosome 21 region, which is about 34 Mbases large.
Other launched projects concern contributions to the final sequence of chimpan-
zee chromosomes X and Y, with special interest to Xq28 and regions associated
with mental retardation. We are also involved in national and international projects,
from bacterial genomes to model organisms like the urochordate Oikopleura  (M.
Kube) and the European Sea bass (H. Kuhl), as listed below (project grants and
MPG projects).

The early scientific interest related to Oikopleura dioica was focused on questions
of systematics, the phenomenon of “marine snow” and of bioluminousity, research
in Oikopleura´s nervous system, and ecological questions, like the influence on
picoplancton. With a genome size of only around 75 Mbases (estimated number of
15.000 genes), smaller than C. elegans, and less than half that of D. melanogaster,
the genome of Oikopleura dioca gives the chance for a closer look inside an early
chordate genome. In addition, this organism has also other interesting features,
making it a key system to understand the functions of human/ vertebrate genome.
Within this line of interest is our scientific contribution to varies established EU
project, especially our genome project on the European Sea bass, for the NoE
Marine Genomics Europe (MGE).
Dicentrarchus labrax (European Sea
bass) is a carnivorous teleost fish (ge-
nome size ~620 Mbases) with a natural
distribution along the Atlantic and
Mediterranean coasts of Europe, where
it is a target for established fisheries and
aquaculture industries. As a result of its
economical importance D. labrax has
been the subject of considerable basic and applied research in the past decade.
With the formation of the MGE and the AquaFirst project, European Sea bass
research has advanced to the age of genomics. Several EST-sequencing and a BAC
end-sequencing project have been started recently at MPIMG, complementing the

Figure 1: European Sea bass (Dicentrar-
chus labrax)
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whole genome shotgun sequencing as a combined approach of Sanger- and next-
generation sequencing-techniques (present status: three chromosome nearly fin-
ished and annotated).

In addition, we have managed several NGFN-2 and NGFNplus projects listed
below. The project for disease gene identification and systematic re-sequencing of
candidate genes of genomic regions of interest should be specifically mentioned
as a pre-project, to develop necessary infrastructure for NGFNplus, where data
exchange between the clinical partners, also non-NGFN partners, is organized by
a Web interface (http://www.resequencing.mpg.de/). Finished genomic sequence
data are submitted to public data bases or/and are presented on our project Web
pages.

Infrastructure of htpt-group
The htpt-group has established a good infrastructure for large-scale genomic analy-
sis projects such as sequencing, medically related re-sequencing, mutation analy-
sis and mass spectrometry, using most advanced methods and hardware systems.
DNA samples are purified, using our patent related magn. beads methods and a
novel PEG/org. solvent based precipitation methode (Heiner Kuhl). Our angular
gel electrophoresis system (patented) is able to visualise 384 sample on a MTP-
sized gel and to be automatly processed exploring a capacity of more than 15.000
samples per day. Besides these ‘high-throughput highlights’, our lab equipment
involves all necessary items to run large scale projects, e.g. thermocycler, centri-
fuges, incubators, protein purification systems and sophisticated computer equip-
ment.
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Dicentrarchus labrax. PhD Thesis,
Technical University of Berlin (super-
visor: Richard Reinhardt)

Student Theses
2009
Alexander Migdoll (01/2009) Verglei-
chende Genomanalyse der pflanzen-
assoziierten Bakterien A. brassicae und
A. palmae. Master Thesis, University of
Applied Sciences, Berlin

2008
Katja Heitmann (10/2008) Entwurf und
Entwicklung eines kommerziellen Web-
Portals mit Drupal. University of Ap-
plied Sciences, Berlin

Anne Musahl (11/2008) Vergleichende
Analyse mitochondrialer Genome der
Gastropoda unter besonderer Berück-
sichtigung der Pulmonata. Bachelor
Thesis, Humboldt University of Berlin

Steffen Andrew Scheer (12/2008) SP3:
Ein Workflow Management System für
die parallele Sequenzdatenverarbei-
tung. Diploma Thesis, Humboldt Uni-
versity of Berlin

2006
Mazen Hassan (06/2006) Einfluss von
chemischen und physikalischen Para-
metern auf die größenfraktionierte DNA
Fällung in PEG/Salz-Gemischen. Uni-
versity of Applied Sciences, Berlin

Patents
Kalkum M, Müller M, Nordhoff E,
Reinhardt R, Eickhoff H, Rauth H.

Method and Device for processing
extremely small substance quanti-
ties, PCT/EP99/02964
Verfahren und Vorrichtung zum Pro-
zessieren von Kleinstsubstanz-
mengen, DE 198 23 719 A1

Rauth, H; Reinhardt, R; Nordhoff, E.
Verfahren zum Anbinden von Nuklein-
säuren an eine Festphase. PCT/EP00/
08807,  DE, EU, US

Rauth H; Reinhardt R; Nordhoff E:
Verfahren zur Umkehrphasenaufreini-
gung  und -konzentrierung von Peptiden
und Proteinen an magnetischen Partikeln.
PCT Nr. 60/175,958

Rauth H; Reinhardt R; Starke A: Ver-
fahren und Vorrichtung zur Gelelektro-
phorese. DE 199 26 985.8

Sauer S; Kepper P; Reinhardt R;
Lehrach H: Method of analyzing nucleic
acids with mass spectrometry. EP1775
348 A1

External funding
EU: EURATools (LSHG-CT-2005-
019015), 03/06-08/10

EU: AquaFirst (FP6-513692)

EU: ASSEMBLE Association of Euro-
pean Marine Biological Laboratories
(FP7-227799) 03/09-02/13

EU: LIFECYCLE Building a biological
knowledge-base on fish lifecycles for com-
petitive, sustainable European aquacul-
ture (FP7-KBBE-2007-2A) 02/09-01/13

BMBF, NGFN Plus: Verbund: Rnomics
of Infectious Diseases (BMBF 01GS
0805) 09/08-08/11
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BMBF: Infektionsnetz: Resistance and
Suspectibility to intestinal infections, WP
VI: Sequencing and annotation of selected
cloned fragments or isolates relevant to
intestinal homeostasis (BMBF 01KI
0798) 07/09-11/10

DFG: Schwerpunkt: Deep Phylogeny SPP
1174

MPG/joint genome project with MPI
Bremen: Microbal Corrosion

MPG/joint genome project with MPG/
SARS Bergen: Oikopleura, ca. 75 Mbases
working draft, BAC-ends

EU: NoE Marine Genomics (EU- FP6-
2002-GLOBAL-1 Member of Scientific
Steering Committee) 03/04-08/08

BMBF, NGFN-2: SMP-DNA: TP-02
Chimpanzee-X sequencing   (BMBF 01
GR 0414) 07/05-12/08

BMBF, NGFN-2: SMP-DNA: TP-05
Ratte, 01/05-12/06

BMBF, NGFN-2: SMP-DNA: TP-16 Re-
Sequencing  (BMBF 01 GR 0414)
07/05-06/08

BMBF, NGFN-2: SMP-Epigenetic:
Methylom project (BMBF 01 GR 0497)
05/05-04/08

EU: STAR-rat A SNP and haplotype map
for the rat (EU LSHG-CT-2004-005235)
01/05-12/06

EU: NEST-Sleeping Beauty Dormancy of
cells and organisms- strategies for sur-
vival and preservation (EU- NESTFP6-
2003-NEST-B-1) 09/05-08/08

MPG: Umweltgenomic (Institutsüber-
greifende Projektförderung, MPIs in
Berlin, Bremen, Marburg) 05/04-06/09

BMBF: BioChancePlus 12/06-05/09

Teaching activities
Courses
Generation of cDNA libraries by Primer
Extension, within the SP1174 Deep
Metazoan Phylogeny Project, 2006,
2007

cDNA libraries by primer extension
course, PhD program at the MPIMG
within the Marine Genomics Europe
FP6 project, 2006, 2008

Pratical aspects of RNA extraction:
“before and after” in cDNA Library
construction, PhD program at CCMAR
Faro, Portugal within the Marine
Genomics Europe FP6 project, 2007

Organization of scientific events
Sleeping Beauty Workshop, Harnack
House Berlin, 18.-20.05.2008

Guest scientists
2009
Nadav Denekamp, Esther Lubzens,
IOLR, Haifa, Israel, 25.01.-01.02.2009

Prof. Dr. Klaus Geider, BBA Dossenheim,
Germany, 22.02.-24.02.2009

Caterina Pellizzari, University of Padova,
Italy, 02.03.-14.04.2009

Isabel Gehring, JKI Dossenheim, Ger-
many, 09. -28.03.2009

Lars Wöhlbrand, Uni Oldenburg, Ger-
many, 04.-20.05.2009

Duduk, Bojan,  Prof.Bertaccini, DiSTA
Plant Pathology, Bologna, Italy, 02.-
05.07.2009

David Goncalves, Eco-ethology research
unit-ISPA, Lisbon, Portugal, 13.-
26.09.2009

2008
Tine Mbaye, Université de Montpellier
2, France, 23. -26.05. and 31.07.-
31.10.2008 (Aquagenome short visit Re-
search Program)

Sisco Monjo, Barcelona, Spain, 29.05.-
18.07.2008

Nadav Denekamp, IOLR , Haifa, Israel,
04.-15.08.2008

Liliana Anjos, Center of Marine Science,
University of Algarve, Faro, Portugal,
19.11.-16.12.2008



2007
Liliana Anjos, Center of Marine Science,
University of Algarve, Faro, Portugal,
14.01.-14.02.2007

Prof. Dr. Klaus Geider, BBA Dossenheim,
Germany, 18.-23.08.2007

Sónia Massa, CCMAR , Universidade do
Algarve, Portugal, 18.11.-06.12.2007

Dr. Serkan Uranbey, Ministry of Agricul-
ture and Rural Affairs,Ankara, Turkey,
24.11.-23.12.2007

Research Support &
Central Units
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Paola Gomez, MPI MB Bremen, Ger-
many, 03.-05.12.2007

2006
Annika  Busekow, Martina Ackermann,
Steffi Arend, MPI Plön, Germany, 16.-
20.01.2006

Prof. Dr. Klaus  Geider, BBA Dossen-
heim, Germany, 13.-15.03.2006

Vasso Terzoglou, HCMR Heraklion,
Greece, 16.-26.03.2006
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