Front Cover:
Computer-reconstructed images showing the expression domains
of various mRNAs encoded by the HOX-5 genes during mouse
limb development. The arrow indicates the plan of section and the
yellow and red colours show increasing amounts of transcripts.
The different genes encoding these mRNA transcripts are shown

below as boxes. This composite picture shows that the proximodistal specificity of expression of these genes is colinear with the
physical ordering of the genes along the complex. For further
information see the report by D. Duboule (p. 48) in the Research
Reports 1989. (Photo: C. Boulin)
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Comments by the Director-General

For a long time I believed that the comments on 1989
would be my last ones. At the beginning of the year,
however, EMBL Council could not unite about a successor
and asked me to guide the Laboratory for five more years.
I can only hope that the Danish proverb will not apply:
"Serve well for nine years and poorly for the tenth and
you will receive ingratitude for all". I want to thank the
EMBL Council for the confidence and I will try to serve the
Laboratory to the best of my ability. I accepted, however,
with some hesitation since I believe that the policy and the
research environment of the Laboratory have now reached
a form well adapted for its purposes and I have thus made
myself dispensable. At the same time I can see numerous
new projects for the organization of basic research in
molecular biology in a united Europe which should be supported during the next 5-year period. The opening of the
borders towards the East and the progressing unification of
Western Europe might ultimately lead to a much stronger
base for science provided that we can pool our resources
and recognize scientific excellence irrespective of national
borders or cultural background. The EMBO as well as the
Laboratory might make a very significant contribution to
this unification process which, if successful, might give
Europe a leading role in the biological sciences.
As a sign of this willingness to collaborate in Europe the
EMBL Council at the end of the year essentially accepted
the proposed budget for 1990 and at the very last moment
the 15th Member State, Belgium, joined the EMBL Council.
The EMBL is now seeking the accession of Iceland and
Ireland which are the only EMBC Member States that have
not yet joined the EMBL. Both organizations might thus
soon have the same Member States perhaps calling for
a fusion of EMBC and EMBL into a single international
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intergovernmental organization that will provide the budget for EMBO grants and fellowships, and funds for the
Laboratory. Such a fusion of EMBC and EMBL Council
into one organization representing basic molecular biology
would facilitate attempts to solicit additional support for this
research area both from national governments, the European Community, EUREKA and the European Science
Foundation.

Expansion of European collaboration in
molecular biology
At present major programmes in molecular biology are
sponsored not only by EMBO and EMBL and their governmental organizations, EMBC and EMBL Council but
also by the European Community, the EUREKA and other
organizations. At the same time there is a strong urge to
integrate further European science along with domestic
markets and industrial enterprises. The recent plans to
sequence the human genome also require international
collaboration in molecular biology and the scientists have,
therefore, established the Human Genome Organization
(HUGO) modelled on the EMBO.
EMBO/EMBL expansion

It is thus appropriate to renew and review some of the
previous proposals designed to promote further integration
of basic research in molecular biology. Such efforts should
be aimed at removing some of the major obstacles that
currently impede closer interaction between the European
national states. First the research funds available to the
European Community and similar organizations are largely
earmarked and targeted towards applied rather than basic
research. Secondly the traditional structure of the European universities raises great difficulties in adapting to
the flexible and highly diverse research environment demanded by current molecular biology. It has been particularly hard to establish support for postdoctoral positions
which are open to young scientists on an international basis and which extend for more than 2 years after the Ph.D.
Thirdly most European universities make it very difficult for
young scientists to become scientifically truly independent
since research grants are awarded to senior investigators

who thereby keep control. Finally several emerging research fields such as neurobiology, developmental biology,
plant molecular biology and protein engineering require coordinated investments on a supranational scale if Europe
wants to improve its competitiveness in these important
areas.
The proven scientific and administrative capabilities of
EMBO provide an alternative in achieving European collaboration in basic science. Of immediate concern is an
upgrading of the postdoctoral and predoctoral programmes
of EMBO and the EMBL. It is also desirable to distribute
European research grants using scientific criteria for selection. To increase mobility of scientists between the European countries, EMBO investigatorships similar to those
of the Howard Hughes Medical Institute in the USA might
be introduced. It would be desirable that such awards
were used to transfer whole research groups from one
country to another to strengthen the integrated research
environment within the universities or research institutes.
Finally a network of EMBLs would help to unite European
science in a supranational effort in this field.
The EMBO and EMBL together are, therefore, currently
formulating plans for a substantial increase in the support
from the Member States, and also from the European
Community, to provide European support for basic molecular biology and contribute to an integrated Europe before
the end of the century.

A European institute of bioinformatics
Likewise there is a need to expand the information services
in biological research. Academic and industrial research
in a wide variety of fields including basic biology, medical diagnostics and agriculture are already completely
dependent on bibliographic and factual data bases. Patent
offices and patent agents now need to search up-to-date
unambiguous information sources to establish originality
and priority of scientific discoveries. Data generated by the
human genome project and by other large-scale sequencing projects will undoubtedly increase these needs. In the
USA dedicated centres are established to respond to these
demands and a new biotechnology information centre is
planned in Bethesda, Maryland, in the near future.

European basic science as well as industry clearly need
comparable data resources but there is as yet no clear
plan as to how they should be provided. The search for
a solution is, therefore, urgent. Based on our experience
with the EMBL Data Library which has provided molecular
biology information services since 1980, we propose that
a European centre for information in molecular biology, a
European Institute of Bioinformatics, should be established
soon. The centre should be charged with the task of providing comprehensive information services for European
molecular biologists working in the commercial, public and
academic sectors. Given EMBL's experience in this area
and the pool of expertise in molecular biology located at
EMBL the new institute should ideally be linked to EMBL
and also geographically close to it. This institute should
be responsible for the service aspect of bioinformation
and have a strong role in the research on hardware and
software development which is necessary for this activity.
Some of the main tasks of this institute will be maintenance
of a nucleotide sequence data base, collection and integration of several other data bases and easy access in Europe
to the data, as well as consultancy and user support for
the service. To achieve this, new software and hardware
as well as analysis packages must be developed. The
EMBL believes that such an institute must be functional
within the next 4 years because by that time the service
aspects of the current EMBL Data Library will significantly
encroach on the resources available for basic science
within the EMBL. The EMBL is currently formulating a
specific proposal and hopes that the institute will be funded
from a variety of sources such as the Member States, the
European Community, EUREKA, the European Science
Foundation as well as the chemical, pharmaceutical and
the information industry.

Intracellular protein transport
Last year basic research at EMBL flou rished and several
significant scientific contributions were achieved. Membrane traffic has been studied in the Cell Biology Programme for a long time by following differential sorting
of both cellular and viral proteins along the secretory
and endocytotic pathways. In vitro assays have provided
important tools to dissect these pathways involved in distributing proteins and lipids to the right destination in the
cell.
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The structure of the signal recognition particle is being
studied at EMBL and recent results suggest that the protein
(54 kDa) in the signal recognition particle (SRP) recognizing the receptor in the endoplasmic reticulum (ER) like the
receptor itself contain a GTP-binding domain. GTP-binding
proteins have also been identified in membrane vesicles
involved in intracellular transport. A whole family of such
proteins has been cloned and they all contain a sequence
domain which is similar to other GTP-binding domains.
Signal decoding and translocation might, therefore, require
GTP hydrolysis, which offers a potential proof-reading
mechanism to improve fidelity of signal recognition. A
similar mechanism might be involved in the vesicular
transport of proteins to and from the Golgi complex as
well as the sorting of the proteins to the different parts
of the plasma membrane. These GTP-binding domains
have great similarity to the Ras protein domain already
shown to be involved in signal transduction in mammalian
cells. This forms an impetus for collaboration between the
Cell Biology and the Differentiation Programmes. Within
the latter the Ras protein has been studied in detail both
in yeast and in mammalian cells. Since the structure of
the Ras protein has recently been determined to high
resolution with and without a bound nucleotide, a direct
connection to the Biological Structures Programme can
also be foreseen. It will be interesting to determine the
structure and the physiological details of this family of
GTP-binding proteins since they might be involved in
several steps of intracellular protein transport. Through
collaboration between the Cell Biology and the Biological
Structures Programmes a new intracellular receptor for
protein translocation was recently identified. Some proteins
involved in protein folding or assembly are retained in the
endoplasmic reticulum to facilitate assembly of newly synthesized polypeptides. These ER resident proteins contain
a 4 amino-acids long retention signal at the C-terminus
initially recognized by Dr. Hugh Pelham (MRC Cambridge)
the EMBO Medal awardee in 1989. Through an elegant
approach involving the production of anti-idiotypic antibodies by in vitro immunization, EMBL scientists were able to
identify the receptor in a compartment between the Golgi
and the ER. The anti-idiotype antibody could recognize the
receptor because its binding site mimicked the retention
signal. A Greek group leader, Spyros Georgatos, from the
Rockefeller University in New York will join the Cell Biology
Programme early in 1990. He will bring further strength to
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the studies on the organization of the nucleus pursued in
the Programme.

Limb development
Within the area of developmental genetics the EMBL has
recently recruited three research groups forming an interactive focus on limb development in mouse and chicken.
One group is screening transgenic mice which exhibit
abnormalities due to the insertion of foreign DNA. They
have found a genetic locus which affects limb development
in the mouse and they are now identifying and characterizing the relevant genes. One of them seems to be
a:gene previously identified in mice with an abnormality
in limb development, the so-called Xt (extra toe) gene,
which may have a human counterpart in the Greyg syndrome. Another group is studying embryonic development
of-chickens since avian embryos are more accessible than
those of the mouse. They are also focusing on genes which
are specifically expressed in developing limbs. The group
leader (Rolf Zeller) has, before he came to the EMBL,
identified one of the essential genes for limb development
in the mouse which he is planning to study in chickens.
A third group is interested in homeobox containing genes
expressed during mouse development. This work is based
on the assumption that these genes are as crucial for
vertebrates as their Drosophila counterparts are for insect
development. This assumption is supported by their recent
finding that members of the HOX-5 gene complex are expressed in an orderly pattern in both the mouse trunk and
developing limbs, suggesting that they determine spatial
coordinates for the major body axes. There seem to be 7
contiguous members of the HOX-5 gene complex in the
mouse and mapping of their expression patterns by in situ
hybridization suggests that each gene has a characteristic
spatial domain and time of activation. Since the anteriorposterior axis of limb development has been thought to be
determined by the concentration of retinoic acid emitted
by the cells in the polarizing zone, it is of interest that
retinoic acid receptors have also recently been shown
to be expressed in the developing limbs. The possibility
therefore arises that the expression of the HOX-5 genes
which probably encode transcriptional activators, might be
triggered by retinoic acid during morphogenesis. The work
on retinoic acid receptors and response elements within

the Gene Expression Programme might nicely complement
these studies. The new focus on limb development may
lead to a close collaboration between these 3 groups and
also with other groups working on transcriptional activation
in the Differentiation and in the Gene Expression Programmes.
Besides Rolf Zeller coming from a postdoctoral training
at Harvard Medical School, the Differentiation Programme
has during the last year recruited Dirk Bohmann previously
at the University of California, Berkeley. He is interested
in mechanisms of signal transduction leading to transcriptional activation particularly using the response of the jun
and the fos genes as models. Another new group leader,
Giulio Draetta will join the Differentiation Programme early
in 1990 after postdoctoral training at Cold Spring Harbor
Laboratory. He will study growth control in mammalian
cells, especially the role of cellular kinases and phosphatases during cell cycle regulation.

Killer pores in bacteria
Colicins are plasmid encoded proteins which kill bacteria
closely related to the producing strain. Many colicins are
composed of structural domains specialized for targeting,
translocation or killing. The majority of the colicins permeabilize the cytoplasmic membrane thereby destroying
the cell membrane potential. Such colicins form gated
ion channels in artificial membranes. In all systems the
proteins are synthesized in a soluble form which is targeted to the appropriate membrane by specific interactions
with protein receptors. The colicins are finally inserted or
translocated through the membrane by a complex machinery which requires cell energy. The pore-forming colicins
soluble in water in a monomeric form facilitating crystallographic studies. Although the complete 60 kDa molecule
contains 3 functionally distinct domains, interest has focused on the C-terminal domain, comprising around 200
amino-acids, since this contains the pore-forming activity.
It can easily be recovered by proteolytic cleavage of the
intact colicin. The structure of this domain of colicin A has
been determined at EMBL and it can be described as a
bundle of 10 a-helices which are arranged in 3 layers. Two
a-helices are completely buried and consist of hydrophobic
residues only. The apparent paradox that colicin can exist

both as a water-soluble and a membrane protein is thereby
resolved. The hydrophobic stretch in the middle adopts a
helical hairpin which is retained within the protein. Recent
results using CD spectroscopy suggest that the conformational change associated with membrane insertion leads to
reorientation of these two helices rather than a complete
reorganisation of the polypeptide chain. Positively charged
residues may be responsible for the proper orientation
of this hydrophobic hairpin towards the membrane plane.
The structure of other colicins is soon to be expected.
A ,B-sheet pore-forming protein, aerolysin, has also been
crystallized and is being solved. This entire field may open
a new understanding of ion channels and the mechanism
of gating by membrane potential. Since several mutants
are available molecular interpretation of their effect on pore
function can now be reached. These results might also
have a bearing on the molecular mechanisms that are
involved in membrane insertion and membrane excitability
in other systems like yeast and mammalian

Structure of muscle proteins
Actin is one of the most abundant proteins in nature,
present in all eukaryotic cells, and is involved in a wide
variety of different processes, e.g. muscle contraction, cell
mobility, modulation of cell shape, attachment of cells
to substrates or intracellular transport. Its structure and
function, and in particular its role in muscle contraction,
has been studied intensively. The major problem in applying crystallographic techniques has been the tendency
of monomeric G-actin to polymerize, which prevents formation of crystals. This problem was overcome by cocrystallization with DNase I or other cellular proteins which
form stable complexes with G-actin.
The x-ray structure analysis of the actin-DNase I complex
crystals was straightforward at low resolution (6 A and
4.5 A, respectively), but the extension to higher resolution
turned out to be difficult and time-consuming. A major
breakthrough came with the availability of area detectors,
which allowed the collection of a complete 3.5 A data set
with reasonable statistics from one single crystal.
In a collaborative project between several scientists at the
Max-Planck Institute for Medical Research in Heidelberg
and one group at the EMBL, a 3.5 A electron density

7

map was recently calculated on the basis of two high and
several low resolution derivatives, and was interpreted in
a cyclic procedure combining the phase information from
the derivatives with that of a partial model and gradually
extending the resolution. Actin obviously consists of two
clearly separated domains of different size with the adenine nucleotide (ADP or ATP) bound in the cleft between
the domains. The small domain is formed by residues 1
to 140 and 338 to 372, i.e. it contains both the N- and
the C-terminus. Both domains contain a 5-stranded, mixed
t3-sheet which is surrounded by helices. The topology is
the same in both sheets and has also been found in
hexokinase, like actin a bi-Iobal protein with ATP bound
in the cleft. Whether the crystal structure represents the
G-actin-ATP, the F-actin-ADP or some intermediate conformation has not yet been unequivocally established.
Chemical cross-linking as well as NMR and immunochemical experiments have shown that many proteins, including
the myosin head fragment 81, predominantly interact with
residues close to the N-terminus or in some cases near
to the C-terminal end. The small domain of actin as seen
in the x-ray structure, therefore, seems to represent the
'1unctional" domain, whereas the large domain appears to
be mainly responsible for actin-actin contacts in the F-actin
filament. Genetically engineered actin domains will next be
over-expressed and complexed with myosin S1 fragments
to study actin-myosin interaction.
The combination of x-ray, electron microscopy and gene
technology approaches within the Biological Structures
Programme has also been used to study the structure
and function of arthrin, zeelin, titin and spectrin. Paul
Tucker from Physical Instrumentation was promoted to
group leader in charge of area detectors, graphics and
other supporting equipment in the Biological Structures
Programme. A group leader focusing on molecular genetics, Matti Saraste from Helsinki University, will also join
this Programme in 1990. The Biological Structures Programme, comprising 11 groups, with 5 in crystallography,
3 in electron microscopy and 3 in molecular genetics,
has now reached its final size. It is closely collaborating with other programmes within the EMBL to provide
three-dimensional structures of several interesting biological proteins involved in membrane transport, transcription
activation or muscle contraction.
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Anti-sense probing of ribonucleoprotein structure
A central question pertaining to the mechanism and regulation of RNA splicing concerns the specific function of
trans-acting factors in the splicing process. The major
trans-acting factors are the U class of small ribonucleoprotein particles. These are assembled with pre-mRNA and a
number of other protein factors along an ordered pathway
to form an active spliceosome. Through a collaboration
between the Biochemical Instrumentation and the Gene
Expression Programmes anti-sense 2'-O-methylated RNA
oligonuleotides have been developed. They can be used
as a powerful affinity matrix for selection of RNPs and
consequently for studying snRNP structure and function,
since the oligonucleotides are extremely resistant to nuclease degradation. They have been used to probe structure
and function of the U1 and U2 RNPs and also more
recently the U4-U6 snRNP particle. For the latter there
are no other specific tools available. The results indicate
that the structure of the U4-U6 RNP differs between complexes containing the intermediates of the splicing reaction,
i.e. the spliceosome, and the complexes containing the
splicing products. Previous data suggest that the U4-U6
RNP may be destabilized during spliceosome assembly
resulting in specific release of the U4 snRNP prior to 5'
splice site cleavage. Affinity selection on oligonucleotides
favours instead the idea that the U4 snRNP is confined to
the complex but changes in structure resulting in increased
accessibility of U4 RNA sequences in the post-splicing
complex. This unmasking of U4 (and U6) RNA during
splicing may well have consequences for catalysis of the
reactions involved in either cleavage or ligation of the
pre-mRNA substrate.
Further analysis of these ribonucleoprotein particles within
the Gene Expression Programme has recently demonstrated that some U snRNPs, in particular U6, are more
abundant in germ cells and early embryos of Xenopus
than in somatic cells. The U6 RNP in oocytes is associated
with only a single protein whereas it is complexed with U4
RNA and several proteins in somatic cells. Although the
mig ration from the cytoplasm to the nucleus of other U
RN Ps has previously been associated with the proteins
binding to an internal region of the U RNA, the U6 RNP
found in the germ cells with only one polypeptide can still
migrate into the nucleus. The germ cell U6 RNP could,

however, not form the U4-U6 RNP interaction observed in
somatic cells.
A new group leader, Matthias Hentze, joined the Gene
Expression Programme in 1989 after postdoctoral training
at the NIH. He is studying translational control of gene
expression, focusing on the iron-mediated translational
control mechanism.

Instrumentation close to biological projects
The Physical Instrumentation Programme was reviewed in
April and the review board recommended strengthening
the work both on electron and confocal microscopy. Ernst
Stelzer and Max Haider have both been promoted to
group leaders based on the review report and Christian
Boulin has been made a Senior Scientist at the EMBL.
All the group leaders in Physical Instrumentation have
subsequently received a joint appointment in one of the
basic science Programmes to strengthen the interaction
between instrumentation and the biological projects.
A collaborative project with groups in the United Kingdom
and the Federal Republic of Germany has been initiated
to establish the requirements for a cryo-TEM allowing high
resolution analysis of two-dimensional crystals. The Physical Instrumentation Programme should, as suggested by
the review, in future focus on electron and light microscopy
with the goal of providing high resolution electron microscopes and sophisticated three-dimensional light microscopes. The microcomputer group should, as before, work
in close collaboration with other groups within the EMBL.
The Biochemical Instrumentation Programme has already
established a close link to the biological projects and also
provides a service core facility for all groups working at
EMBL. At the same time it has contributed to instrument
development and, as indicated before, major progress has
been made on automatic DNA sequencing, oligonucleotide
and peptide syntheses. This Programme has during 1989
added around 1 million DM to the Laboratory budget
through internal manufacture and royalties. It appears
therefore that this Programme, at least during the past
year, was almost self-supporting. Of special interest is
the collaboration between the Biochemical Instrumentation

and Biocomputing Programmes, as well as a group at the
Baylor College of Medicine, Houston University, on the sequencing of the HPRT gene on the human X-chromosome,
covering 60 kilobases. Through automated techniques involving all steps from plasmid sequencing, filling gaps with
the PCR-technique and modified software for computer
storage, this gene was sequenced over a 6-months' period
including strict control of the correctness of the sequence.
The necessity to automate all steps in the sequence effort,
from plasm id DNA preparation to sequence storage in the
database, has been established through this trial project.
Additional development in genome mapping techniques is,
however, required to contribute to some of the genome
sequencing projects presently considered. The EMBL is in
1990 organizing a workshop to lay down the requirements
for sequencing the S.pombe genome in an international
collaborative effort. Wilhelm Ansorge in this Programme
was appointed a Senior Scientist at the EMBL.

Close interaction between Biocomputing
and Biological Structures
The theoretical groups in the Biocomputing Programme
focus at present on protein folding, protein design and
protein engineering. Model building by exploiting homology and using advanced data base techniques has been
both successful and practically useful. A prediction of immunoglobulin and antigen binding sites and refined methods to understand the sequence and structural relationship
between distantly related proteins are notable contributions. A new software program called "Scrutineer" has
recently been made available, which allows comparison of
motifs and profiles in protein databases. This work should,
however, ideally be extended by collaboration between
the theoretical groups and those involved in expression,
cloning and structural determination. Such collaborations
have been established within EMBL on the Rop protein
and DNase I. Important new activities on the theoretical
side should lead to a careful planning of point and domain mutations based on structural knowledge for in vivo
testing of protein function and expression. Through cycles
of protein design and redesign a gradual understanding
of the basic principle of protein folding may be achieved.
Also in other areas like analysis of zinc finger motifs,
leucine zippers and other DNA binding domains theoretical
9

biologists require a close collaboration with the Biological Structures Programme. We will investigate new and
alternative ways to foster and expand this collaboration
between the theoretical and structural biologists.

The EMBnet
The other activities within the Biocomputing Programme
are closely connected to the Data Base services. For the
immediate future the integration of different data bases is
the most important task. Data bases of DNA sequences,
genetic maps, physical maps, protein sequences, threedimensional protein structures, protein families and domains should all be linked and totally integrated. A computer network linking a series of satellite sites in the various
European Member States has already been established
through the EMBnet. These sites make data and software
obtained from the EMBL, or in the future a European Institute of Bioinformatics, available to users within their Member State but they should also participate in the technical
developments. Through EMBnet update copies of the data
bases are provided via the network on a regular basis. The
network should also enable users to access machines at
other sites throughout Europe, for example to use special
purpose hardware or software available at only a few sites.
Such a network could also provide an international computer conferencing system. Each of the satellite sites could
provide other useful services particularly in the area of user
support and education. The EMBnet that was initiated last
year by EMBL now involves most of its Member States and
provides a possible model for future network and satellite
site activities. The EMBnet has now become so successful
that the nodes have together asked for support from the
European Community to set up the local sites both with
hardware, personnel and software. Even commercial data
bases that offer molecular biology data as part of their
services could be included among the satellite sites and
could be updated automatically over EMBnet. All this will
help to keep the original data in the public domain. This is
necessary since the time may soon come when scientific
journals and books refuse to publish primary data on which
many of the conclusions are based. The EMBL is happy
to note that more and more journals are now recognizing
the necessity of making data submission to a data bank
mandatory for publication of an article.
10

The Outstations
After the termination of Bernard Jacrot's term as head of
the Grenoble Outstation Stephen Cusack was appointed
acting head of the Outstation. The EMBL is very grateful
for Dr. Jacrot's devoted and faithful services. The outstanding contribution of the Outstation was the high resolution
structure of the serine amino-acyl tRNA synthetase from
E.coli. This structure shows interesting differences from
previously known tRNA synthetase structures.
Negotiations with the European Synchrotron Radiation Facility (ESRF) continue to define the role of the EMBL at this
synchrotron source. It is already evident that the Grenoble
Outstation will be an attractive site for a major biological
structure programme involving access to the ILL neutron
source as well as the ESRF synchrotron source. The
national activities in biochemistry, structural biology and
molecular genetics are also strong in Grenoble and the old
plans about creating a second EMBL in Grenoble focusing
primarily on structural biology should be rediscussed.
In the Hamburg Outstation the imaging plate scanner designed and built in-house is working very well and attempts
have now been made to commercialize this equipment.
The plan for the relocation of the beam-lines X11 and X13
presently situated in the EMBL bunker to take radiation
from the electron beam of the DORIS ring is going ahead
and the EMBL Council has agreed to support at least
one wiggler station on the by-pass together with all other
beam stations. Hopefully in 1991 the EMBL will have all
its beam-lines including the new wiggler receiving radiation
generated by the electron beam and usable throughout
main and parasitic time. Yuichiro Maeda was appointed
group leader in 1989 to strengthen the work in the muscle
field.

EMBL beyond the year 2000
There is a tendency for industry to fuse activities to obtain
marketing advantages and thus keep its position in a
competitive society. Of the 17 EMBC Member States 15
are now members of EMBL. Once the Member States of
the two organizations are the same, which hopefully will
occur shortly, it might be appropriate to fuse them into

one international organization. This would eliminate the
uncertainties about the role of EMBC and EMBL in the
eyes of the politicians and the scientists in our Member
States. After this has been accomplished the possibility
of extending the EMBO/EMBL activities should be considered. One strong international organization based on
scientific excellency and peer review, and only devoted
to basic research in molecular biology will, of course,
require additional support in a unified Europe over the
next decade. It is clear that the European Community with
its interest in applied science and technical development
will expand its programmes considerably during the next 5
years. Will then many of the small European organizations
be engulfed by the Community or can they defend a
separate identity? EMBO/EMBL, with more Member States

than the European Community and with a focus on basic
research, should be able to survive provided that a need
for support to basic science separately from that required
for the applied and industrial sector is recognized. Basic
science, without any earmarked funds, needs considerable
support because it is impossible to predict where the major
breakthroughs are going to be made. In most industrialized
countries science is supported at the level of around 2%
of the gross national product and basic science at the
European level should receive a non-negligible fraction of
these funds. After all basic science is not only an elegant
dessert, but the very yeast of the dough of life.
L. Philipson
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United we stand - divided we fall

In the beginning there was EMBO, then the EMBC, and
finally the EMBL. The beginning was a meeting in Italy
at Ravello in September 1963 when, after earlier informal
discussions, a number of the leading molecular biologists
in Europe organized themselves into the European Molecular Biology Organization: the EMBO was incorporated
the next year in Geneva under Swiss' law as a nonprofit
organization. The European Molecular Biology Conference
(EMBC), in contrast to the EMBO an intergovernmental
organization, came into existence in 1970, and the EMBL
achieved an independent legal status in July 1974. Between 1970 and 1974 the Laboratory had the status of a
special project of the EMBC.
Why in 1974 did it seem desirable and pragmatic to establish the EMBL as a distinct legal entity quite separate
from the EMBC, rather than have EMBL as another activity within EMBC? The reasons were, I believe, basically
three-fold. First and simplest, not all the Member States
of EMBC decided to join the EMBL and help fund it.
Secondly, during the early years of the Laboratory's life,
the EMBL Council, the forum in which the representatives
of the Member States meet, was preoccupied with a host
of tasks and decisions which had little bearing on the
course, workshop and fellowship programmes funded by
the EMBC and managed by EMBO. The EMBL Council had, for example, to draft and adopt a Headquarters
Agreement with the Federal German Government, then
there was the actual construction of the main Laboratory
in Heidelberg, and the establishment of the Outstations
in Hamburg and Grenoble, the adoption of staff rules and
regulations, financial regulations, and so on, and of equal if
not greater importance the recruitment of staff to an entirely
new institute. Finally, it was clear from the outset that the
12

annual budgets of EMBL would be several-fold more than
those of EMBC. And by keeping the two bodies separate
there was less risk of one developing at the expense of
the other.
However, what seemed sound common sense in 1974
may make less sense as we enter the 1990s. Today all
of the Member States of the EMBC, with two exceptions,
Iceland and Ireland, are members of the EMBL. Secondly,
as its Director-General has pointed out, the EMBL has
now reached what is probably its optimum size, following
the completion of the EMBL Auditorium and the additional
laboratory space above it. Thirdly, after 16 years of commensal existence there seems little reason to fear that
the EMBC budget for courses, workshops and fellowships
would be sacrificed to maintain or expand EMBL, or vice

versa.

One is bound, therefore, to ask whether it is either necessary or beneficial for the EMBC and the EMBL Council
to continue to exist as independent legal entities, especially since their sessions involve the same governmental
delegates meeting at the same place on the same date.
The cause of international collaboration for the furtherance of molecular biology in Europe, the raison d'etre of
EMBO, EMBC and EMBL, might well in the 1990s be
better served by a single intergovernmental organization
on the one hand, and the EMBO, a private international
scientific academy, on the other. The combined budgets
in 1990 of the EMBC (13.343 million DM) and the EMBL
(62.337 million DM) amount to a mere 75.680 million
DM. Does it really make sense to have two fully fledged
intergovernmental organizations for such a sum of money?
That governments, like individuals, take more interest in
and discuss more seriously large sums of money than
small ones is understandable. How much attention will
a harassed minister or senior civil servant give to an
organization that, despite having the paraphernalia of a
regional intergovernmental body, involves a national annual contribution below 1 million DM? No less than 13 of
the 17 annual national contributions to the EMBC's budget
are in that category; and the largest contribution, that of
the Federal Republic of Germany, is only 2,6 million DM.
The national contributions to EMBL are larger, but even
the largest contribution to its budget, again paid by the
Federal Republic of Germany, is only 12.275 million OM.

Compared to national contributions to the EEC, to the
CERN, or to the ESA, or for that matter to large national
research institutes in many of the Member States, even
the combined EMBC and EMBL budgets are tiny. Being
small has its virtues, but when a lion sneezes it attracts
more attention than when a mouse roars.

1.

At a time when Western Europe is making serious efforts to
increase its economic and eventually political coherence,
the furtherance of European collaboration in basic molecular biological research might very well be better served
by a single intergovernmental organization. The drive for
greater economic and policital unity should generate the
political will t9 provide additional funds to promote both
the mobility of scientists in Europe and collaborative research projects across national boundaries. Changes in
particular to the Common Agricultural Policy of the EEC
are likely to free funds for other European programmes.
Furthermore, if all goes well recent events in Eastern
European countries will not only result in closer collaboration with their scientists, who already are applying in
greatly increased numbers to participate in EMBO's activities, but also lead to reductions in defence expenditures
and, therefore, release funds for more constructive human
endeavours, amongst which molecular biology can surely
be counted.

2.

Given the growing importance of molecular biology for both
basic science and more applied goals, should we rest
content with the current levels of international support for
EMBO and EMBL or seize the present opportunity to press
for a really significant increase? The EMBO Council and
the molecular biologists at EMBL are convinced that an
expansion is justified on scientific grounds. In that they
share the views of the founding fathers of the EMBO,
who, in the mid-1960s, certainly envisaged a European
collaborative programme for molecular biology on a much
larger scale than anything so far achieved. A pamphlet
published in April 1966 outlined the EMBO's objectives.
What was written then remains valid today and deserves
to be re-read in full.
"After careful study as to how this philosophy could be
implemented most effectively and with a minimum outlay of funds, EMBO has formulated the following objectives:

3.

4.

5.

6.

The establishment of post-doctoral EMBO fellowships
for training and research. In general such fellowships
would be awarded preferentially to post-doctoral students in one member country wishing to continue their
studies in another, or, possibly, in the central EMBO
laboratory (see below). The international character of
these fellowships would be a distinguishing feature.
The establishment of short-term quickly-available
EMBO fellowships and travel grants to aid cooperative projects between laboratories in member
countries. In administering them speed would be a
major consideration, in order to meet unforeseen and
critical situations.
The establishment of senior EMBO fellowships at professoriallevel for purposes of research and teaching.
These, within the European area, would be somewhat like the existing senior Fulbright fellowships, and
would enable one country to draw temporarily on the
resources of another in a field in which the beighbour
was particularly strong.
The establishment of EMBO professorships at universities in member countries desiring to initiate or
develop some particular aspect of molecular biology.
These would serve to introduce both research and
teaching in a field which, as a whole, is at present
hardly represented at all in many European universities, even leading ones. There would be an interplay
between such professorships, as well as the fellowships, and a system of EMBO grants.
The establishment of a programme of EMBO research grants. These would be made preferentially
for the initiation of new and promising developments,
such as the provision of teaching and research facilities for an EMBO Professor, and to projects of European character such as those involving co-operative
research between laboratories in different countries.
Establishment of a European Laboratory of Molecular
Biology where a majority of the disciplines comprising
the subject would be represented. This laboratory
would have a small staff of senior workers; the remainder of its scientific population would be temporary and would normally return to their own countries
after a period of training or research. The concentration of a wider variety of disciplines than exists in any
single national laboratory in Europe at the present
time would make this EMBO laboratory unique; and
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7.

the laboratory would be an unrivalled breeding ground
for molecular biologists who would later be available
to universities and national laboratories in their own
countries. Contacts made by the non-permanent staff
at the EMBO Laboratory would lay the ground for subsequent collaboration between national laboratories.
Establishment of an integrated programme of Advanced Courses and Study Sessions in the field
of Molecular Biology proper as well as in certain
closely related ancillary subjects. These would be
co-ordinated with other similar activities sponsored by
other institutions. Some of them would be held in the
EMBO Laboratory itself, which would serve not only
as a place for actual research but as a training centre
as well. Such courses and study sessions would be a
meeting ground for students from different countries
and might be expected to stimulate the conception of
co-ordinated projects.

Of course the EMBO course, workshop and fellowship
programmes have been realized and proved their worth,
and we have an EMBL. But items 3, 4 and 5 remain
unachieved. The long-term fellowships budget is insufficient to provide senior fellowships, there is no way to
fund EMBO research grants from the existing resources,
neither are there funds for EMBO professorships. If this
list of objectives was written afresh today, reference would
surely be made under item 4 to the investigatorships of the
Howard Hughes Medical Institute which are now playing
such an important role in basic biomedical research in the
USA. While under item 5 there might also be mention of
the international research grants funded, at present almost
entirely by Japan, through the recently established Human
Frontiers Programme. A proposal for a programme of
EMBO international predoctoral fellowships, as discussed
in the EMBL Annual Report for 1988, might also be added.
But in essence all the goals that were so farsightedly
outlined in 1966, including those still to be realized, remain
entirely valid and worthwhile.

All these various activities are conceived to supplement
one another as parts of an integrated programme to promote the development of molecular biology in its different
aspects at a European level. It is the conviction of the
Council that EMBO, as a European organization, capable
of drawing on the whole pool of talent and resources
available in the member countries without hindrance of
national boundaries and the restrictions to which national
funds are often subject, could accelerate the development
of this field more effectively and economically than could
the countries themselves as a result of independent and
unco-ordinated efforts. Its realization would significantly
help the Europe of the future to make the contribution of
which it is capable and which it owes to what is certain to
become one of the major fields of the science of the future.
The maximum financial commitment involved, whatever it
might be, would be only a fraction of that necessary for
a comparable programme in some other subjects such as
space research, radio astronomy, or particle physics; the
human benefits which may be expected to accrue are very
much greater."

Indeed one can make a cogent argument that the acceleration in the pace of discovery brought about since the
late 1970s by what has been termed the molecular biology
revolution has greatly increased the need in Europe for
precisely those proposals that were envisaged by EMBO
in 1966 but still have to be achieved. Imagine the impact
in a more united Europe of a programme along the lines of
that provided in the USA by the Howard Hughes Medical
Institute. Should we not, therefore, set as the goals for the
new decade, which promises such momentous changes,
first the unification of the EMBC and the EMBL Council
into a single intergovernmental body responsible, together
with the EMBO, for overseeing European collaboration in
basic molecular biology? Then a single intergovernmental
organization could, together with the EMBO, lobby for an
increase in annual funding at least comparable to, and
preferably greater than that accepted with the establishment of the EMBL in 1974. As a result it might at last be
possible to realize all that was envisaged 24 years ago.

Those words despite being 24 years old could just as
well have been written with equal conviction yesterday.

J. Tooze
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Cell Biology

Cell biology is still a step-child in most European universities. There are very few chairs in this subject. This is
reflected in the training of biochemists, molecular biologists
and physicians. Most of them have only a rudimentary
understanding of the basic mechanisms of cellular organization. The morphological aspects of cell biology have
traditionally been part of the research and teaching in
the anatomy departments, and in other departments there
has not been much cell biology. Cell biology today is
an integrative discipline in which biochemistry, molecular
biology and morphology are combined to investigate the
mechanisms for generating and maintaining cellular organization. Modern cell biology can only thrive in departments
in which all of these directions are represented among the
research staff. Such an integration in research as well as in
teaching would pave the way for a more holistic approach
to the life sciences. Fields in which complex biological processes are analysed will certainly profit from a wider view.
Cell and developmental biology as well as neurobiology
require complementary approaches. Strategies will have
to be worked out in the future that complement the search
for particular molecular mechanisms. These mechanisms
have to be placed in their intracellular and intercellular
contexts. We need research and teaching departments
where interdisciplinary collaboration is promoted.
This is the challenge that the Cell Biology Programme tries
to meet both thematically and methodologically. We are
developing a wide range of experimental themes within
the Programme itself, and try to integrate these into a
functional whole. The four areas that we are presently
concentrating on are membrane trafficking, microtubular
networks, the cell nucleus, and the cell cycle. These
themes together provide a comprehensive view of cell
organization in time and space.

Membrane trafficking
Studies of cellular organization at\the molecular level necessitated a departure from the traditional ways that cell
biologists had been using to study cells. Assays had to
be developed in which complicated processes could be
studied in the test tube. The first cell-free assay measured
the translocation of naSGent polypeptide chains across the
membrane of the endoplasmic reticulum. This system is
now the best understood of all the processes responsible
for protein targeting in the cell. The signal recognition
mechanism operating in protein translocation was highlighted by the recent elucidation of the primary structure of
the protein responsible for binding the signal on the protein
to be translocated. It revealed a GTP binding site and
homology with the protein to which the signal recognition
particle binds in the endoplasmic reticulum, the docking
protein. The sequence also identified a protein in bacteria
that now has been shown to function in protein export.
The next step in the pathway of membrane traffic from the
endoplasmic reticulum has also been illuminated by studies in the Programme, in collaboration with the Biological
Structures Programme. The receptor protein responsible
for retention of soluble proteins in the endoplasmic reticulum has now been identified. The station following after
the endoplasmic reticulum is the Golgi complex. Proteins
destined for the cell surface for export or for the endocytic
compartments in the cell have to pass through all the
subcompartments of the Golgi complex before they reach
the exit. This is the trans-Golgi network and it functions
as the main sorting site for biosynthetic membrane traffic.
Several interesting developments have led to the characterization of the vesicular carriers that transport proteins
either to the cell surface or for export from the cell. For
the first time the early steps of regulated secretion have
been reconstructed in a cen-free assay. This important
process which regulates the secretion of enzymes, neurotransmitters and hormones, can now be dissected in the
test tube. In polarized epithelial cells the cell surface is
divided into apical and basolateral domains. The sorting
of apical and basolateral proteins also takes place in the
trans-Golgi network. The apical and the basolateral vesicular carriers have been isolated. They have been found to
contain common and unique proteins. These are now being characterized to identify the machinery responsible for
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polarized sorting. Neuronal cells are especially interesting
cells for studying polarized membrane traffic. These cells
have long surface processes, axons and dendrites which
form synapses in the nervous system. Almost nothing is
known about how the axonal and the dendritic proteins are
sorted to their destinations. Recent work in the Programme
has demonstrated that neuronal sorting bears strong similarity to epithelial sorting. Two enveloped viruses that
infect both epithelial and neuronal cells in culture sort their
surface glycoproteins in a polarized fashion. Influenza virus
haemagglutinin is apical in epithelial cells and axonal in
neuronal cells. In contrast, the vesicular stomatitis virus
glycoprotein is basolateral in epithelial cells and dendritic
in neuronal cells. The use of the viral probes will now
greatly facilitate the study of membrane traffic in neuronal
cells. Most promising is the prospect that the analysis of
epithelial sorting also will throw light on neuronal sorting.
These findings demonstrate once more the unity in molecular biology.
Proteins are not only routed to the cell surface from the
trans-Golgi network. There is also a route that connects
with the endocytic pathway. The cell surface is continuously being internalized by endocytosis into the cells.
The first intracellular station is the early endosome, the
next is the late endosome, and finally endocytosed ligands reach the end station of the endocytic pathway, the
Iysosomes which function as a recycling waste disposal
facility in the cell. The Iysosomes receive newly synthesized degradative enzymes from the trans-Golgi network.
These bind to specific receptors that target the complex via
clathrin-coated carrier vesicles into endosomes. In the late
endosomes, the enzymes dissociate from the receptors
which return to the Golgi complex for another round, while
the enzymes are delivered to the Iysosomes. Recent studies have identified a protein kinase in the clathrin-eoated
vesicles that phosphorylates specifically the receptors for
lysosomal enzymes. The role of this phosphorylation in the
sorting process is being studied as well as the recognition
mechanism which leads to the inclusion of the receptors
into the clathrin-coated vesicles.
In epithelial cells the endocytic pathways are polarized.
There is an apical and a basolateral circuit which involves
a specific set of early endosomes, underlying the surface
domains. The apical and the basolateral circuit meet in
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the later endosomes located deeper in the cell around the
nucleus. Cell-free assays have been constructed to study
how these apical and the basolateral circuits are separated
and how they meet.
A family of GTP proteins with sequence homology to the
ras oncogene has been found to be involved in yeast
membrane traffic. Studies in the Programme have led to
the identification of several new members of this interesting
group of proteins. Three of them have been localized, one
to a compartment between the endoplasmic reticulum and
the Golgi complex, a second to the early endosomes and a
third to the late endosomes. These proteins probably work
as switches during membrane traffic and provide directionality to the pathways connecting the different membrane
organelles.

Microtubules and the cell cycle
Microtubules form cables throughout the cell. These cables
play an important role in the spatial organization of the
cytoplasm and in the movement of cytoplasmic organelles.
Studies in the Programme have concentrated on the involvement of microtubules in guiding membrane traffic
within the cell. Methods have been worked out to study
the binding of different organelles to microtubules in vitro
and the movement of the organelles in vivo. Proteins have
been identified which mediate the linking of organelles to
the microtubules. One such protein which links elements
of the Golgi complex to the microtubules has been characterized in detail. Computer programs have been designed
that can track the movement of organelles in living cells by
videom icroscopy.
When animal cells enter mitosis, not only does the nucleus
undergo dramatic changes but cytoplasmic organization
is changed as well. The nuclear envelope disassembles,
membrane traffic stops and the cytoplasmic microtubules
depolymerize within minutes to reassemble the mitotic
spindle that guides chromosome movement. The centrosomes, being major microtubule organizing centers, play
an important role during the reorganization of the microtubules. Before mitosis, the centrosome duplicates and
functions as spindle poles during mitosis. Recent work has
established a cell-free assay to study centrosome duplica-

tion during the cell cycle. Structural studies have also been
started, together with the Biological Structures Programme
to study the structure of this important organelle.
Studies in many laboratories have shown that the activity
of a specific kinase, the cdc2 kinase, oscillates during
the cell cycle. It is switched on prior to mitosis to hyperphosphorylate several substrates and then switched off to
terminate mitosis. Studies to identify the components of
the molecular clock that is believed to regulate the cell
cycle have shown that there is a particulate activator of
the cdc-2 kinase, and specific phosphatases which affect
the phosphorylation state of the components.
The changes in microtubule dynamics that occur during
the cell cycle have also been studied in cell-free assays. It
seems likely that the activity of the cdc-2 kinase modifies
the microtubule behaviour in such a way that microtubule
length is controlled. Another important finding is that the
cessation of membrane traffic during mitosis may also be
due to phosphorylation by the cdc-2 kinase. Endosome
fusion is inhibited by this enzyme. These findings illustrate
how closely interwoven the regulation of cellular organization is. They also show that a comprehensive analysis
does not necessarily lead to increased complexity. Rather,
interconnections are revealed that provide the basis for an
in-depth analysis.
There is a continuing effort in the Programme (together
with the Physical Instrumentation Programme) to improve
our methods of analyzing cellular organization on both
the light and the electron microscopic level. Many of

the findings on the changes in cellular organization have
been obtained using sophisticated novel developments
such as the confocal microscope. With this microscope,
three-dimensional images can be obtained of cellular specimens which previously could not be visualized by light
microscopy. We are now assembling a collection of instruments in both confocal and video-microscopy to act as
a center in Europe in this rapidly evolving field. The first
course for advanced light microscopy was held in 1989 and
we are planning to organize such a course every second
year.

The cell nucleus
A new area of research in the Program me is the cell
nucleus. Two groups will be working in this field in 1990
when Spyros Georgatos joins the Programme. The work
so far has concentrated on the yeast Saccharomyces
cerevisae. Two novel proteins have been identified. One of
them is located in the nuclear envelope and in the nuclear
pores. This essential protein has an interesting structure
with 22 tandem repeat units. The precise function of the
protein is not known but it clearly plays a role in nuclear and
microtubule organization. The other protein is a nuclear
protein that is probably involved in both nucleolar function
and nuclear structure. An important goal for the future will
be to analyze how nuclear structure affects the regulation
of chromosome function and messenger RNA export into
the cytosol.
K. Simons
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Differentiation

The major goal of the Differentiation Programme is to help
unravel the molecular mechanisms underlying the differentiation and development of higher eukaryotes. Some of
the questions asked are: How does .a stem cell become
committed to differentiate towards a given lineage? How is
the body plan established within an embryo? How are cell
patterns formed within organs? How are growth control and
differentiation disrupted in cancer cells? Since specialized
cell types express only certain specific subsets of genes,
although no genes are lost during differentiation, there
must be a mechanism by which these genes are turned
on or off in an orderly fashion. Two mechanisms could in
principle be responsible for the generation of this differential gene activity: an intrinsic genetic programme which
works like a clock, independently of a cell's environment; or
a gene expression programme which responds to signals
from the outside.
Cumulative evidence from many systems indicates that
this latter mechanism plays an important role in all eukaryotes. In higher eukaryotes, such extracellular cues include
hormones, growth factors, components of the extracellular
matrix and molecules at the surface of other cells. A
major effort within the Programme is directed at trying
to understand how these signals trigger "target" cells to
grow, traverse the cell cycle and to differentiate; that is,
the mechanisms by which the signal is transmitted from
the plasma membrane to the nucleus where gene activities
are ultimately regulated. Much of this work focuses on
studying the functions of some of the 40-50 genes which
belong to the family of 1I0ncogenes". Oncogenes encode
proteins which individually act at different levels in the
signalling cascade, from growth factors and their receptors,
to cytoplasmic protein kinases and GTP binding proteins to
factors which bind to DNA and regulate gene activity. Studies from many laboratories have demonstrated that most
oncogenes correspond to altered or aberrantly expressed
genes which normally playa central role in growth control
and differentiation.
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In the last few years, it has become clear that many
of the molecules which have been found to be essential for embryonic development and cell differentiation in
various animal species are themselves members of the
oncogene/growth control gene family. In addition, largely
through genetic work with the fruit fly Drosophila, a number of other genes, most notably the so-called IIhomeobox" containing genes, have been found to have crucial roles in the development of invertebrates as well as
vertebrates. These realizations served as an impetus to
expand the activities of the Programme into the study of
homeobox genes and developmental genetics in a broader
sense.

Signal transduction
Two groups in the Programme work on identifying and
analysing molecules which transmit signals from the outside to the inside of the cell. This information flow appears
to be mediated largely by phosphorylation and dephosphorylation of key substrates.
Sara Courtneidge's group has continued its studies on
the role of membrane-bound tyrosine kinases encoded by
members of the src oncogene family (src, yes and fyn)
in growth control. It has recently been shown by other
workers that ligand activation of the platelet derived growth
factor (PDGF) receptor on the cell surface of fibroblasts
leads to the formation of complexes between receptor
molecules and phospholipase C1, and between the PDGF
receptor and the serine-threonine kinase encoded by the
c-raf oncogene. Courtneidge's group has now obtained
evidence that members of the src protein family can likewise enter in a complex with the activated PDGF receptor,
further strengthening the assumption that src-encoded proteins are components of the signal transduction machinery
in normal fibroblasts. Whether all of the components are in
one large complex or are assembled separately remains
to be elucidated.
Ottavio Fasano and his group work on the mechanism
of action of the RAS gene in the baker's yeast (Saccharomyces cerevisiae). This gene is particularly interesting
since certain mutations of the human RAS homologue
are known to play a role in the onset of different types

of cancer. The RAS gene product is a GDP-GTP binding
protein located at the inner surface of the cell membrane
which, at least in S.cerevisiae, leads to the activation of
adenylate cyclase and the cAMP pathway. The group has
now identified mutants in both RAS and the adenylate
cyclase gene which identify potential sites of interaction.
It is also currently doing an in-depth analysis of the RAS
gene by developing a large series of mutants whose biological properties will be correlated to both the biochem ical
properties of the encoded proteins and to their threedimensional structure (in collaboration with the Biological
Structures Programme).
Dirk Bohmann and his co-workers, who started their work
at the EMBL in August 1989, are approaching the problem of signal transduction by working from the inside to
the outside of the cell. Rather than trying to understand
how the signal is transmitted from the surface of the
cell they are asking how nuclear transcription factors are
activated in growth-stimulated cells. For this purpose they
are studying post-transcriptional modifications of the jun
and fos oncogene products, which are known to form
heterodimers and whose transcriptional activity is greatly
stimulated by serum growth factors as well as by protein
kinase C activators such as phorbol esters. These studies may not only yield insight into general mechanisms
of signal transduction and gene regulation but may also
help in providing an explanation, at the molecular level,
of the biological differences between the oncogenic and
nononcogenic forms of the jun and fos proteins.
Thomas Graf's group is using oncogene-carrying avian
acute leukemia viruses as tools to understand mechanisms
of transformation in haematopoietic cells and to probe basic processes of haematopoietic differentiation. The group
has been concentrating predominantly on v-myb, an oncogene which can induce myeloid leukemias in chickens.
By exploiting a temperature-sensitive mutant developed
earlier, they have now isolated a first gene which is under
the direct control of the v-myb oncogene. This gene, designated mim-1, is regulated in a tissue-specific manner in
that it is expressed in v-myb-transformed myeloid but not in
erythroid cells or in fibroblasts. In addition, it is specifically
expressed in normal haematopoietic tissues, known to be
also positive for c-myb. mim-1 encodes a 37 kDa secretable protein which is a novel, and major component of

immature neutrophil granulocytes but whose function is still
unknown. Taken together these observations suggest that,
in addition to its capacity to reverse the differentiation and
to induce the proliferation of mature macrophages, v-myb
can act as a master gene" in haematopoietic differentiation. The latter property is perhaps the main function of the
ancestral c-myb gene during normal haematopoiesis.
II

Developmental genetics
The three groups working in this area study various molecular aspects of vertebrate development. Special emphasis
is placed on limb development of mice and chickens as a
relatively simple system which serves as a model for more
general processes in mammalian development.
Uli Ruther's group analyses mouse mutants which exhibit
genetic abnormalities in limbs (for example, fused digits).
These mutants were obtained by examination of mouse
lines in which DNA was randomly inserted into the chromosome and where the inserted DNA had destroyed or
altered the function of agene affecting limb development.
One of the two mutants analysed is dominant, while the
other is recessive. Mapping of the latter mutation, called
add (for anterior digit deformity) to chromosome 13 puts it
in the vicinity of another, previously-mapped mutant called
extra toe". A human genetic condition similar to the extra
toe phenotype exists in man and therefore one of the
immediate aims is to determine whether or not these three
mutations represent alterations of homologues from the
same gene in man and mice.
lI

Before joining the EMBL in July 1989 Rolf Zeller worked on
the Id (limb deformity) gene from the mouse. His group is
cloning and analysing the chicken homologue of this gene
to gain insight into its as yet unknown molecular role in limb
morphogenesis. Furthermore, the chicken embryo is much
larger and easier to manipulate than that of the mouse
and much has been learned about limb development in
chickens from classical transplantation experiments. Besides the work on Id, efforts are under way to study the role
of transforming growth factor f3 and fibroblast growth factor
in limb development, as these two growth factors have a
well-documented role in early developmental processes of
other vertebrates.
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A third group, headed by Denis Duboule, is studying the
role in vertebrate development of DNA binding proteins
containing the IIhomeobox". These genes are known to
playa crucial role in determining developmental pathways
in insects. The group (as well as other workers outside the
EMBL) cloned some of the mammalian homologues, of
insect homeobox genes, designated IIHOX". They found
that, as in insects, HOX genes are organized in clusters, and that several gene duplication events have expanded both the size and the number of these clusters
in vertebrates. Remarkably, in both flies and mice the
sites of expression of these genes along the main body
axis directly parallels the physical order of the genes
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along the chromosomes. The evolutionary conservation
thus strongly suggests that, as in insects, HOX genes are
important determinants in mammalian development. This
hypothesis is strongly supported by Duboule's group (in
collaboration with P. Dolle and P. Chambon from Strasbourg) finding that the members of the HOX5 gene cluster
are selectively expressed in specific areas of the developing limb, suggesting that the particular pattern of HOX-5
proteins in a given area of the limb bud determ ines what
type of structures develop along the proximo-distal and
antero-posterior axis within the extremities of mammals.
T. Graf

Biological Structures

The study of biological structures requires two complementary activities. The first is the solving of structures
which requires a great deal of specialized knowledge
and equipment. The methods used here may be quite
diverse but the overlap with other aspects of molecular
biology is sometimes hidden. People who choose to work
in structural biology are often attracted to the field by the
methodology, the precision and the enormous satisfaction
of revealing an accurate molecular structure. The second is
derivation of biological information from structural results.
In contrast to the rigorous mechanics of structure solution,
this aspect of structural biology is less systematic. It involves a knowledge of the other disciplines of molecular
biology and represents the point at which structural results
vie with and sometimes supplant those of classical molecular biology. A proper balance between these two aspects
of structural biology is very difficult to achieve. A significant problem is that of complementary ignorance. Often
the person presenting the structural result is unaware of
the current thinking in the field impacted by the result.
Even more frequently, the classical molecular biologist
does not know the structural work which is relevant to
his problem believing that it is too arcane or peripheral
to his interests. One answer to the problem is simply that
the structural biologist should focus on the solution of
molecules of central interest in other fields. The other is
that the structural biologist should not be content with the
interpretation of his results by others but take a more direct
role in experimentation based upon structural results. 80th
activities are well represented in the Biological Structures
Programme today.

High resolution actin structure
One of the major accomplishments of the last year was
the solution of the high resolution structure of actin as a

result of a long term collaboration between Dietrich Suck's
group and scientists at the MPI for Medical Research, in
particular W. Kabsch and K. Holmes. The major problem
in applying crystallographic techniques to actin has been
the tendency of monomeric G-actin to polymerize to form
fibres, preventing the formation of single crystals. This
problem was overcome by the study of G actin in a
stable 1:1 complex with DNase I. The x-ray analysis of
actin/DNase I complex crystals in the presence of MgATP
was relatively straight forward at low (4.5 A) resolution but
the extension to higher resolution was difficult because of
a sharp drop in the intensity of reflections beyond 3.5 A
and unit cell changes of up to 7 A. The availability of
area detectors was particularly important for this project
since they allowed the collection of a complete 3.5 A data
set from a single crystal. The 3.5 A electron density map
was calculated on the basis of two high resolution and
several low resolution derivatives and interpreted in a
cyclic procedure which combined the phase information
from the derivatives with that of a partial model consisting
of the known atomic coordinates of DNase I and the
interpretable features in the actin portion of the map. A
complete atomic model for skeletal muscle actin has been
derived using data to a resolution of 2.4 A.
The high resolution structure of actin confirms the previous
results showing the molecule divided into two unequal
domains with the adenine nucleotide bound at the cleft
between them. The small domain contains both the amino
and carboxy terminae (residues 1-140 and 338-372).
Both domains contain a 5 strand mixed ,B-sheet which
is surrounded by helices. The topology is the same in
both sheets and is similar to that found in hexokinase
which is also a bilobed protein with an ATP bound in
the cleft. The phosphates of the nucleotide interact mainly
with residues in the small domain while the adenine fits
into a pocket in the large domain. This finding suggests
that the adenine nucleotide may directly affect the relative
orientation of the two domains however no difference was
observed between co-crystals containing ATP and those
containing ADP. DNase I apparently fixes the orientation
of the two domains through contacts to both. A variety of
studies by other techniques indicate that the small domain
is the "functional" domain, the one which interacts with the
myosin head while the large domain is responsible for the
actin-actin contacts in the F-actin filament. Fitting of the
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high resolution structure to the data obtained from x-ray
fibre diffraction pattern of oriented filaments supports this
view. Work is underway to exploit this high resolution structure through the expression of fragments of the complete
molecule for co-crystallization studies and via site-directed
mutagenesis.

Organization of the contractile apparatus
Characterization of the proteins which are responsible for
assembling thin and thick filaments into the contractile
apparatus has been an area of great activity in Kevin
Leonard's group. With J. Trinick (Bristol), they have isolated rabbit cDNAs for titin, the largest known polypeptide
chain (3 x 106 Da). Titin is believed to limit the maximum
extension of the muscle filament. The sequence shows
ordered patterns of 100 amino-acid domains which are
homologous to the fibronectin and immunoglobulin like
motifs found in N-CAM. These motifs may provide insight
into the way that titin functions in striated muscle. Two
new high molecular weight proteins and two hydrophobic
proteins in insect flight muscle have also been identified
from a study of the components of the Z disc. One of the
hydrophobic proteins (the 23 kDa zeelin) has been shown
by confocal immunofluorescence microscopy to surround
the sarcomere and extend away from the Z disc.

Protein-nucleic acid interactions
Several exciting developments have occurred during the
past year in the area of protein-nucleic acid interactions.
The Suck group has obtained several crystal forms of the
Zn++ dependent, single-strand specific nuclease, P1. A
4.5 A map has been calculated and a difference Fourier
reveals the locations of the three Zn++ atoms in the structure which appear to form a cluster similar to that seen in
phospholipase C. Work is continuing to higher resolution
utilizing a 2.2 A data set. The group has also obtained
crystals of a complex between DNase I and the cleavage
resistant octamer (dGGTATACC)2, which diffract to a resolution of 2.3 A. The comparison of this structure with that
of the previously solved complex with (dGCGATCGC)2,
a rapidly cleaved sequence, should provide insight into
the cleavage mechanism. Work by Demetrius Tsernoglou's
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and Paul Tucker's groups on the crystals of adenovirus
DNA-binding protein have produced a good isomorphous
derivative formed with gold cyanide. Finding this derivative
was the result of a painstaking search through potential
compounds and required the exchange of the mother
liquor, NaCI, for a different salt. It was greatly aided by the
availability of the area detectors since these allow much
more rapid assessment of the suitability of a derivative.

Membrane proteins and assemblies
A great deal of work in the Programme has been devoted
to the determination of the structures of membrane proteins. The structure of the a-helical pore forming domain
of colicin A was solved last year through a collaboration between the Demetrius Tsernoglou and Franc Pattus
groups and has led to a proposal for its mode of insertion
into membranes which is similar to that envisioned for
signal sequences. The past year has seen the initiation
of mutational, biochemical and spectroscopic tests of this
model which should serve to validate- and extend it. The
homologous protein, colicin N, has also been crystallized
and is being solved using the colicin A structure as a
model. The precursor form of aerolysin, a cytolytic toxin
from the gram negative bacterium Aeromonas hydrophila,
has been crystallized and data has been collected to 2.6 A.
A 3 A map calculated on the basis of 5 isomorphous derivatives shows that this protein, in contrast to the colicins,
is primarily a ,B-sheet protein. Solvent flattening methods
are being used to improve the map so that it can be
interpreted in terms of the chemical sequence. Aerolysin
would represent the first structure of a membrane protein
with predominantly ,B-sheet structure.
The crystallization of membrane proteins in two dimensions provides a way of studying them in their native
environment. Recent developments in cryo-electron microscopy and image processing have also made two dimensional crystals a route to atomic resolution structure.
These methods were pioneered on the bacteriorhodopsin
structure by R. Henderson and colleagues at the MRCLMB in Cambridge and have recently yielded the three
dimensional structure of this protein to better than 3.7 A
resolution. The situation for high resolution electron crystallography is now similar to that in x-ray crystallography;

the limiting factor in obtaining three-dimensional structures
is obtaining suitable crystals. Werner Kuhlbrandt's group
is focusing on one of the few available two-dimensional
crystals of a membrane protein which diffract to atomic resolution, the light harvesting complex from pea chloroplast.
High resolution images and diffraction patterns are being
collected at near liquid nitrogen temperature. A projection
map has already been calculated to a resolution of 3.7 A
and shows a two domain structure to the polypeptide
chain which may reflect a homology in the primary sequence.The collection of three-dimensional data for this
crystal is underway. Kevin Leonard's group is using a similar method at lower resolution to study unstained crystals
of NADH:ubiquinone reductase and of its subassemblies.
The lack of suitable two-dimensional crystals is being
addressed by the Pattus and Leonard groups through the
development of monolayer methods for the crystallization
of either membrane proteins which interact directly with
the lipid or ligand protein complexes in which the ligand is
lipid linked. Among the crystals generated by this method
are maltoporin, muscle thin filaments, a toxin, and the p68
protein.
Cryo-electron microscopy in combination with image reconstruction has proved to be of great value in studying
large assemblies of proteins particularly those involving
membranes such as enveloped viruses. Work in Stephen
Fuller's group over the past year has examined the structure of detergent treated Semliki Forest virus and revealed
that the structural non-equivalence between the spike
complexes seen in a reconstruction of the whole virus
correlates with the detergent extractability of the spikes.
The same group is pursuing a study of the enveloped
bacteriophage, f-6, in which the structures of the assembly
intermediates are being solved to follow the formation of
the final enveloped particle. Work has also continued on
the mapping of sites on the hepatitis B capsid which are
essential for its assembly and for nucleic acid packaging
by the study of protein designs based upon the proposed folding model. The structures of two non-enveloped
viruses, adenovirus (in collaboration with the group of R.
Burnett at the Wistar Institute, Philadelphia, USA) and
the phages P2 and P4 are also being studied by this
group. The availability of a high resolution structure of the
adenovirus hexon protein will provide an unprecedented
check on the reliability of the technique of icosahedral

reconstruction. The ability of cryo-electron microscopy to
reveal the internal structure of the virion should provide
clues concerning the interactions of the hexon with other
proteins to generate the complete virion. Peter Metcalf's
group has completed a reconstruction of reovirus which
shows an intricate set of interactions between the internal
capsid and the surface of the virion.
Ramon Serranofs group is now capitalizing on their characterization of the structure of the yeast plasma membrane
proton ATPase by genetic methods. This work has led
to a novel approach to growth control by the creation of
transgenic organisms with altered capacities for proton
transport. Work with both yeast and mammalian cells in
culture support a triggering role for proton transport during
cell growth. An attempt to apply a similar analysis to
plants has begun with an immunocytochemical analysis
of the distribution of the proton ATPase. The first intriguing
results indicate that the enzyme is highly enriched in the
vascular bundles and root epidermis. Another uffshoot of
the work on yeast transport systems has been a study of
the factors which confer halotolerance. This work should
eventually lead to an ability to transfer halotolerance to
other organisms, an important goal for the biotechnology
of the future.
Ramon Serrano has, unfortunately, announced that he
is returning to Spain shortly. The Programme has been
fortunate in recruiting Matti Saraste who has specialized
in studies of the membrane proteins of the mitochondrion
by biochemical and genetic methods. His presence at
EMBL will complement the work on membrane proteins
presently going on at the Laboratory and insure that the
genetic approach to membrane studies continues to be
well represented in the Programme.

Intracellular transport sign:lls
Two groups have embarked upon studies of the signals
recognized by membrane receptors during intracellular
transport. One of the best characterized recognition and
sorting systems is that responsible for the localization of
the Iysozomal proteins. Many of these proteins are transported due to the presence of a mannose-6-phosphate
modification. This modification is accomplished by a spe-
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cific transferase capable of distinguishing between lysosomal enzymes and homologous secretory proteins. The
Metcalf group is addressing the question of the recognition
of the lysosomal proteins by crystallography of cathepsin D. The availability of a three-dimensional structure
for this molecule would allow sensible proposals for the
features seen by the specific transferase and the planning
of site-directed modifications to test them. The Fuller group
has been using an immunological approach to explore
the mechanism of retention of soluble proteins in the
endoplasmic reticulum (ER). This retention is mediated
through the carboxyterminal signal -Lys-Asp-Glu-Leu (KDEL) which is found on several soluble, resident proteins
of the ER lumen. Antibodies have been developed which
show varying degrees of specificity for this signal. Ones
which show a broad specificity for -KDEL, mimicking that
of the putative receptor, have been used in a collaboration with the groups of David Vaux (Cell Biology) and
John Tooze to generate anti-idiotypic antibodies. These
anti-idiotypic antibodies recognize a 72 kDa intrinsic membrane protein which appears to be the cellular receptor
responsible for the retention of the -KDEL proteins. Along
with the characterization of this receptor, a project has
been initiated to determine the structures of the anti-KDEL
and the anti-idiotypic antibodies to explore the recognition
interaction in a soluble model system.

Drug design
One promise of structural biology is that the availability
of high resolution structures should lead to the rational
development of drugs. The group of Rik Wierenga is
pursuing this goal with their studies of trypanosomal triose
phosphate isomerase. This enzyme is central to glycolysis
in the parasite and its host so a useful drug must exploit
the differences in the structures which distinguish the
trypanosomal enzyme from the mammalian one. Several
points of attack for selective inhibitors have been identified
including interference with the import signal necessary for
uptake of the enzyme into the trypanosomal glycosome,
binding near the active site to inhibit enzyme activity and
binding near the dimer interface to prevent formation of
the active oligomer. Several potential inhibitors have been
synthesized and co-crystals with the enzyme are being
studied to characterize their interactions at high resolution.
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The future of structural biology
Methodology is an important, if sometimes unseen, aspect of structural studies. The group of Paul Tucker has
invested a great deal of effort towards improving the methods available for x-ray crystallography. The development
and evaluation of area detectors and the necessary software have been a major activity of this group. Three types
of detectors: a Xentronics, an Enraf-Nonius FAST and a
MACScience image plate system are being examined at
the Laboratory. New methods are also being developed
for the treatment of systematic errors in the processing of
x-ray data. Finally this group is developing a more convenient user interface for the crystallographic computing
packages used at the Laboratory and elsewhere as well
as providing direct support for graphics activity within the
Biological Structures Programme. The expansion of the
activities within our Programme as well as the alteration
in emphasis within the Biocomputing Programme have
required that we provide such support to .insure a continued
productive environment for structural biology within the
Laboratory.
One change during the past year is the more direct association of the Arthur Jones and Max Haider groups
from the Physical Instrumentation Programme with the Biological Structures Programme. Several projects including
the development of a high resolution cryo-stage with a
cryo-transfer facility and of a field emission electron gun
are underway. These combine the needs of structural
biologists in our Programme with the expertise available
in Physical Instrumentation. A joint EMBO course to be
taught in 1990 will explore the use of novel high resolution
imaging modes with biological specimens.
The future of the Biological Structures Programme lies
not only in the availability of sophisticated methods but
in the development of new systems for structural study.
The use of protein engineering is now becoming commonplace within the Programme. Some proteins have
been designed as a logical consequence of the solution
of another structure since they provide a very powerful
method for testing the predictions of a model based on
structural results. The work of the Pattus group on colicin
A and of the Fuller group on the hepatitis B capsid protein
are examples of this. Another important aspect is the

engineering of proteins which should be more amenable
to structural studies. The work of the Suck group on the
expression of the small domain of actin is a good example
of this. The other and classical route to new structures
is the painstaking, at times unrewarding, preparation and
characterization of new proteins for future work. The last
year has seen progress in the crystallization of a number
of interesting proteins: thiolase (Wierenga), yeast p21 ras
(Tsernoglou), and trypanosome tubulin (Metcalf) are only a
few examples of the many pursued within the Programme.
S. Fuller & D. Suck
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Gene Expression

Living organisms develop according to a highly reproducible series of steps which are carried out according to
the instructions of a genetic programme. The implementation of this programme is based on position- and stagespecific selective gene expression. Throughout the life of
an organism, genes are differentially active in different cell
types, directing the synthesis of the proteins needed and
responding, by mechanisms of induction and repression, to
internal and external stimuli. Pathological variation in gene
expression patterns is at the root of various diseases, for
instance cancer.
The basic molecular mechanisms responsible for gene expression, that is replication, transcription, processing and
translation are well understood and many of the enzymes
involved have been characterized. It must be borne in
mind however that these processes are highly regulated
both during development and adult life in the sense that
they take place only at precise times during development
and in specific cells and tissues. For a long time the
molecular mechanisms responsible for the regulation of
gene expression eluded investigation, but in the last few
years there have been major breakthroughs, largely due to
the development of recombinant DNA technology. The various groups in the Programme of Gene Expression have
developed and exploited a variety of experimental systems
in an attempt to reproduce regulatory mechanisms in vitro
as a step toward understanding them.

Cell specific transcription
A multicellular organism derives from a single cell, the egg,
which upon fertilization multiplies to generate a large variety of differentiated cell types which constitute the various
tissues and organs. Each cell type is characterized by the
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presence of specific proteins whose synthesis depends on
the activity of cell-specific genes. An important and still
incompletely resolved problem in biology is the mechanism
responsible for the selective activation of genes in different
cell types. In the case of hepatocyte and thyroid-specific
genes, which are studied by two groups in the Programme,
selective activation occurs primarily at the level of transcription: the transcriptional apparatus present in these cell
types is thus specialized. This specialization is reflected
in the presence of a certain number of nuclear proteins,
called trans-acting factors, whose synthesis or activity is
cell specific. An interaction between these trans-acting
factors and DNA sequences present in the control region
of cell type-specific genes is established. The formation of
these complexes is thought to be both necessary and sufficient for the activity of the gene(s). In addition it appears
that negative trans-acting factors, or repressors, also play
a role in modulating the expression of cell-specific genes
in the corresponding cell-type, and in preventing their
expression in other cell types. A primary task is therefore
the identification of the cell-specific positive and negative
trans-acting factors and the elucidation of their mechanism
of action. During the last few years we have developed
several expression systems, including transgenic mice
culture cell transfection and cell-free in vitro transcription, in which cloned segments of DNA, with or without
prior manipulations, have been transcribed. This work has
led to the identification, purification and characterization
of several liver-specific and at least one thyroid-specific
trans-acting factors. More recently it has been possible to
clone the genes coding for some of the liver-specific and
thyroid-specific trans-acting factors. These genes direct
the synthesis of highly specialized DNA binding proteins.
This study has led to the conclusion that these genes are
also regulated at the level of transcription. How is this
accomplished? Are there specific transcriptional activators
responsible for the expression of transcriptional activator
genes? Who regulates the regulators? Several aspects of
this work were made possible by the development, within
the program, of novel and efficient techniques to express
cloned protein via the vaccinia virus. The careful analysis
of the regulation of vaccinia virus gene expression has led
to a more profound understanding of its life cycle and has
provided invaluable information for the optimal expression
of foreign proteins. In particular, the vaccinia expression
vector appears ideal for the study of post-translational

modifications of proteins, e.g. phosphorylations, glycosylations etc.. Several projects along these lines are being
carried out in the Programme.

Processing of the information: the splicing of mRNA
Down the pathway of gene expression the next step at
which control may be exerted is at the level of processing
of mRNA precursors. The primary product of transcription
is a precursor RNA which undergoes a series of modifications to generate the mRNA molecule from which the
genetic information is translated into proteins. One of the
most important steps in this pathway is the removal of
intron sequences. This is a very complex reaction involving
multiple and specific cleavages of the RNA precursor and
ligation of the resulting fragments into a single mRNA
chain. The chemistry of this reaction has been worked
out in several laboratories and the outstanding problem
is now to identify and characterize the machinery which is
responsible for it and to understand the molecular basis
for its differential regulation in different cell types. A large
number of molecules are involved in splicing complexes.
Some of these are proteins and others are organized in
several distinct RNP particles each containing a small
RNA molecule and several proteins. The biosynthesis
of the splicing apparatus, reflects this complexity: both
polymerase II and polymerase III transcriptional units are
involved, in some cases in a unique hybrid situation.
RNA processing is also involved in the highly regulated
production of proteins during development. From a single
precursor RNA, several different mRNAs can be generated
by alternative and often cell-specific splicing reactions.
Groups in the Programme are working on several aspects of this phenomenon, including the biosynthesis of

the RNA and protein subunits of the components of the
splicing complexes, the in vitro assembly of the various
components into mature particles and the reproduction in
vitro of the splicing reaction. Particularly noteworthy has
been the development of novel and powerful techniques
based on the synthesis of modified oligonucleotides, which
have allowed a very fine dissection of the splicing reaction,
the clarification of the role of individual components and
the revision and correction of previous models. These
biochemical and morphological studies are complemented
by direct genetic analysis of the splicing apparatus in
simple eukaryotic cells. This coordinated effort of several
groups has led to several interesting results: a rather
detailed description of the cis- and trans-acting elements
necessary and sufficient for the synthesis of several small
RNA genes; the determination of the various steps of the
pathway leading to the assembly of the small RNAs and
proteins into mature particles and of the various snRNPs
into an active spliceosome.

Cytoplasmic regUlation of gene expression
Control of gene expression at the level of translation and
mRNA stability is a relatively neglected area. However it
is becoming increasingly clear that the entry of mRNA
into the translation machinery is a regulated phenomenon,
based on the interplay of specific sequences on the RNA
and specific RNA binding proteins. A new group, working
on the characterization of the iron dependent regulation of
translation of ferritin mRNA joined the Programme during
1989. We look forward to further progress in the area of
translational mechanisms and their regulation.
R. Cortese
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Physical Instrumentation

almost video rate. The low number of photons that is
expected in such a device forced us to reconsider every
part of a confocal microscope. An important effort was the
development of an analytical theory of the image formation
in confocal microscopy. The theory provides a master
formula" from which the main performance characteristics
may be derived. A good understanding of image formation
is essential to make the best out of the available signal.
lI

In April of this year the Physical Instrumentation Programme was reviewed. As a result of this review, Christian
Boulin was promoted to Senior Scientist and Max Haider
and Ernst Stelzer were appointed group leaders. To facilitate interaction with the user community, the group leaders
in Physical Instrumentation now have joint appointments in
one of the biological programmes. Approval was also given
to the proposal to develop a corrected TEM (Max Haider)
and to the continuation of the existing projects.

Confocal light microscopy development
Several scientists from the EMBL and from outside used
the confocal beam scanning laser microscope for their
investigations. The instrument was serviced by the group
but no significant changes were made. A fairly complete
set of tools is now available that allows the scientists to
record the data, send it to the VAX cluster at the EMBL,
process the images, back-up the data and generate high
quality colour slides. The modular confocal microscope
(MCM) has become the new data recording device. The
instrument is simpler to use than the previous instruments and provides more software to process the images.
With 900 lines per second and the capability to gather
two different signals in parallel, two images may now be
recorded in 0.6 sec. The confocal instrument is attached to
a conventional, inverted research microscope that may be
used to find the sample and to do regular fluorescence or
transmission microscopy. The confocal part is completely
programmable in a "C" style language. The instrument is
currently controlled by a PC-like computer. A transputer
system has been arranged and will become the controller
of the MCM and the new device for fast three-dimensional
image processing. The transputer is essential for the next
step in wh ich we intend to record confocal images at
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In collaboration with Jan de Mey from the Cell Biology
Programme, an EMBO course on "Advanced Fluorescence
Microscopy" was organized, which brought together a
number of scientists, students and commercial companies
at EMBL.

Microcomputing and data acquisition
Microcomputing is a quickly evolving field and carefullydesigned hardware and modular software are essential to
fully exploit the effort put into developments.
The image processing capabilities of the Macintosh II have
been used to build a simple video system for digitizing gels.
This equipment together with a powerful image processing
program is now used routinely by the biologists from the
Gene Expression Programme.
The time spent assisting biologists with the use of the
various programs now available in the laboratory has significantly increased during the last months.

X-ray data acquisition systems
This year, our contribution to synchrotron radiation data
acquisition systems has been limited mainly because of
our involvement with other ongoing projects. Nevertheless,
the VME memory incrementer module described in last
year's report has been installed at the ESRF in Grenoble
and work is continuing to finalize the first data acquisition
system at that site.
A new version of the fast XV read-out system based on
the commercially available (LeCroy) fast real time digitizers
has been developed.

Detectors and data acquisition for
electron microscopy
Acquisition hardware and software has been developed
for two detectors, the CCO detector associated with the
CryoSTEM electron energy loss spectrometer and the
multichannel phase-contrast detector (q.v.). The former is
now operational and will be further optimized. The latter is
still under development
The application-specific integrated circuit (ASIC) developed to provide an elegant solution to the problem of
large number of counting channels has been delivered and
the characterization and testing of these components is in
progress.
A full configuration of the digital parallel pipelined processor built to reduce the data from the silicon quadrant
detector has been assembled and run with test vectors.
The instruction set for the processors and the software
required to generate programs and download them is now
fully tested. The hardware and software to communicate
with the VME system is complete.
Further work has been done to optimize image manipulation on the VME-Unix microcomputers used to control
data acquisition of the two STEMs. A new architecture for
the future HB5 STEM dual frame store system has been
developed. The new system will include two VME/VSB
frame-store units which will provide images of 1280 by
1024 pixels. A new acquisition interface is being designed
to accept two analog channels and transfer them via VSB
to the frame stores for real time display on the STEM
console and optionally to the dual ported main memory
of the system for archiving and processing.
A first implementation of the elemental mapping program is
working on the CryoSTEM microcomputer. Work is continuing to provide the users with better and faster algorithms
to carry out the extraction of elemental information.

Software tools for biochemical instrumentation
The software tools developed for laboratory automation
using the Macintosh have proved to be very efficient. In

collaboration with Biochemical Instrumentation, we have
set up a powerful workstation for multiple peptide synthesis.
These tools are written in Basic and in HyperTalk. The
HyperCard package that generates the robot software has
been reorganized to improve its user-friendliness and new
features have been added. An execution monitor has been
integrated into the package to control the synthesis step
by step. The package has been extensively used during
the year (see also Rainer Frank's report).

Software for bilayer data recording and analysis
The first half of the year has been devoted to a major
clean-up of the existing software and to writing a comprehensible user's guide and user training. Some work
has been put into the study of the possible migration to
a more modern and powerful microcomputer system. The
Macintosh II family looks to be the best candidate due to
the possibilities (a) to use commercial hardware to replace
the existing acquisition hardware and (b) to develop a
powerful graphics interface which is clearly needed when
dealing with the kind of data produced by planar bilayers.

Electron microscope development
Although the initial tests on the low-voltage SEM corrector
were successful, the project cannot be continued until a
suitable (Le. aberration-limited) SEM is made available.
Such a microscope will be provided by our industrial collaborators early in 1990.
The multichannel phase-contrast detector has now been
installed and tested on the CryoSTEM column. Testing
of the detector was delayed due to the late delivery of
the electronic components but initial results are in good
agreement with the expected performance.
The freeze-dryer with the portable air-lock for the in vacuo
transfer of freeze-dried specimens to the HB5 STEM has
been completed. This will improve the preservation of
unstained, unembedded biological objects, and decrease
the residual salt meniscus around the object. Work is in
progress to make the freeze-dryer compatible with the
CryoSTEM.
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STEM applications

Mass measurement and mass mapping
As in previous years, mass measurement studies have
been conducted in collaboration with internal and external groups. Due to the completion of the freeze-dryer,
STEM mass determinations can now be applied with increased reliability to a wider range of biological samples.
Moreover, freeze-drying permits mass mapping, Le. the
determination of the mass distribution within an object.
Two mass mapping projects are in progress. Furthermore,
we are investigating if STEM (dark field) can be used to
generate radial mass profiles of vitrified helical objects, to
replace the weakly-defined equitorial data obtained in TEM
bright field phase contrast; the object studied is Salmonella
typhimurium (in collaboration with Kevin Leonard & S.
Trachtenberg (Jerusalem)).

Structural and localization studies of thin
aperiodic objects
In collaboration with Angus Lamond and co-workers, we
have continued work on the structure of snRNPs as
well as spliceosome complexes and their assembly. We
have succeeded in specifically labelling both intron and
exon sequences of two pre-mRNAs using biotinylated
2'-OMe RNA oligonucleotides in conjunction with strepavidin coated 15-20 nm gold particles. In addition, both

30

these pre-mRNAs have been visualized in complexes that
most probably correspond to different stages of spliceosome assembly.

Application of Z-contrast

(in collaboration with B. Bohrmann,
E. Kellenberger & W. Villinger, Basel)
In STEM Z-contrast, contrast formation depends on the
atomic composition and is independent of thickness variations due to surface relief. It is therefore possible to
determine the local concentration of macromolecules such
as lipids, proteins or DNA. The CryoSTEM allows sections
of resin embedded unstained material to be imaged at
liquid-helium temperature, which reduces the mass loss
to a minimum.
We have used Z-contrast to study the dinoflagellate chromosome, which is claimed to be permanently condensed
and ordered in a liquid crystalline-like state. In the first
determinations, the dinoflagellate chromosome was found
to have a packing density of 20-50 mg/ml which is in the
same range as in the interphase chromatin of hepatocytes,
indicating that these chromosomes, although permanently
visible throughout the cell cycle, are not highly condensed
as liquid crystals of DNA or the DNA of phage heads
should be.
A. Jones

Biochemical Instrumentation

Automated DNA sequencing station with
fluorescent labels
The sequence technique, developed in a collaborative
effort between the groups of Wilhelm Ansorge and Brian
Sproat, was applied to a large number of projects of
groups from -EMBL and outside laboratories. During the
year the whole technology range was further optimized for
applications in routine sequencing. Much effort, in collaboration with the mechanical and electronic workshops at the
EMBL, was devoted to a user friendly design and construction of the EMBL automated DNA sequencer. More than 10
of these devices were made available to leading European
laboratories active in the DNA sequencing field. The rest of
the limited number of the sequencers constructed at EMBL
will be delivered during 1990. These devices enabled the
laboratories to work with a technology developed at EMBL
and tested in a large scale sequencing project (60 kb of the
human HPRT gene locus), before the commercial version
of the DNA sequencer was made available by Pharmacia
LKB in the second half of 1989.

more convenient horizontal presentation. Further effort in
software writing will be needed for the improvements in
the determination of the sequence from the raw data by
the automated reader. One crucial step in this direction on
which we have been working for about two years, namely
a high uniformity of the detected peaks corresponding to
the four bases, was almost achieved by replacing the
magnesium by mangan ions in the enzymatic reaction
buffers. Under these conditions, in a developed one-step
reaction protocol the T7 DNA polymerase resu Its in very
uniform labelling of multiple peaks, as well as in overall
more uniform and sufficiently strong labelling profile over
perhaps 700 bases. Using the existing automated reader
software we resolve with this protocol routinely 400--600
bases on good templates. The one-step process gives
a significant improvement over the standard procedure
containing Mg 2+, in the reproducible quality of raw data
in routine sequencing. It simplifies the sample preparation procedure, integration of robotics, and shurtens the
reaction time to 25 minutes. In addition, 7deaza-dGTP is
routinely used, eliminating most of the usual compressions.

On the technology side, an important improvement in
the planarity of the glassware was achieved which will
allpw the increase of the number of clones sequenced
simultaneously. Automated washing of the glassware was
installed and, besides saving time, it will contribute to the
reproducibility of the casted gels and enable us to increase
the number run per day. To improve the routine work
we finished a reliable, light-tight design of the sequencer,
with incorporated safety features and computer controlled
operation.

Sequencing methods using only one fluorescent dye label
for the four bases of one clone, and sequence determination in only one or two lanes on the polyacrylamide
gel were developed at EMBL. The sequence is determined from the magnitudes of the peak intensities. In the
chemical degradation this is achieved by a hot piperidine
simultaneous cleavage reaction of the four bases in one
reaction tube, and subsequent loading in one sample slot
on the gel. For the enzymatic method the one-step mangan technique, resulting in very uniform peak intensities,
enabled a novel approach to the dideoxy sequencing.
Using only one fluorescent dye for the four bases of
one clone, adjusting the proper ratios of the dideoxies
nucleotides, the sequence is determined in two or even
only one lane, according to tre resulting peak intensities.
With very clean templates and in the absence of ghost
bands, the resolution is over 300 bases. This will enable
us to multiply the capacity of the EMBL sequencer, without
the inconveniences experienced in methods using four
different dyes, one for each base in a clone.

The software for data acquisition, evaluation and editing
was considerably improved, changing among other things
the evaluation of the on-line data from the vertical to the

Development work on the automated workstation consisting of two robotic systems continued by adapting it to
the needs of the service work. New programs for han31

dling large numbers of samples were implemented. The
workstation was adapted to the new methods for plasmid
purification and to the simplified and shortened sequencing
reaction procedures.
The impulse, drive and areas for improvements in the
methodology comes often from the routine sequencing of
unknown DNA provided to us by the users of the DNA
sequencing service at EMBL. For example, most of the
clones submitted were plasmid DNA and not inserts in M13
vectors as expected, and we were soon confronted with
the necessity of finding a general method for purification
and preparatior of a large variety of plasmids. After such
a method was found, the next push was towards reducing
the time necessary to carry out sequencing reactions, in
particular the neutralization step after the alkaline denaturation. The latest general sequencing reaction method
applicable to M13, plasmids and even to cosmid DNA, is
about one hour shorter than the standard procedure.
Work on possible approaches for realization of the STS
(sequence-tagged-sites) mapping of genomes was initiated and first tests were carried out. The method for direct
sequencing of cosmid DNA, developed during the year,
may be useful in this respect. In the spring of 1990 we will
organize a workshop at EMBL with the aim of discussing
the possibility of an international collaboration on mapping
and sequencing of the S.pombe genome.

Polymerase chain reaction (peR) and direct
sequencing of the amplified products
The commercial devices for performing PCR did not work
sufficiently well for our applications, so we constructed at
EMBL an automated device for carrying out PCR, based
upon a robot with fixed and programmable temperatures
and a moving arm. Abrupt temperature changes in only a
few seconds are achievable on the device, which seems
to be a criterion for good performance. The device gave
full satisfaction in service applications to several in-house
groups as well as outside laboratories.
An important step for the large scale sequencing strategies, as well as for immediate applications in clinical research, was the technique developed for direct genomic
fluorescent on-line sequencing and analysis using in vitro
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amplification of DNA. We described in vitro amplification
by PCR of genomic DNA and total RNA, as well as
recombinant DNA, using one fluorescently labelled and
one unlabelled primer, together with on-line analysis of
the products on the EMBL fluorescent DNA sequencer.
We then directly sequenced the fluorescently-Iabelled fragments by solid-phase chemical degradation, without subcloning and purification steps involved. At present up to
350 bases in 4 hours are determined with this technique.
The fluorescent dye and its bond to the oligonucleotide
are stable during the amplification cycles, and do not
interfere with the enzymatic polymerization. High sensitivity
of the detection in the sequencer, down to 10- 18 moles
corresponding to less than 106 molecules, makes analyses
of the non-radioactive amplified fragments possible after
only 10 amplification cycles, starting with about 5 x 104
copies of recombinant DNA.
Polymerase chain reaction and direct sequencing of the
amplified products offers a useful approach to characterize
molecular defects causing human diseases. In collaboration with B. Dworniczak, from the University of Munster,
combination of the two techniques resulted in identification
of two .a-thalassemia mutations. Because of heterozygosity, both mutations resulted in compound sequence
ladders, which have been interpreted unambiguously on
the EMBL sequencer by the computer software.

DNA sequencing of human hypoxanthine
phosphoribosyltransferase (HPRT) gene locus
The complete sequence of about 60 kilobase pairs of
the human HPRT locus has been determined using the
automated EMBL DNA sequencing technology, in collaboration with the team of C.T. Caskey from Baylor College of
Medicine (Houston). The sequence was analysed with the
help of Peter Rice from the Biocomputing Programme. It
is the first large scale (over 10 kb) sequencing project undertaken with an automated system and fluorescent labels.
The strategy sequentially employed increasingly directed
sequencing methods: First, a randomly generated M13
library was sequenced to generate contiguous overlapping
sets of sequences (contigs). Then, M13 clones at the ends
of these contigs were further sequenced using universal
and reverse primers, followed by sequencing with custom
("walking") primers to order the contigs and complete the

sequencing project. The last gap (about 100 bases in
length) was closed by PCR. This strategy facilitates the
sequencing of DNA segments of the size found in common cloning vectors such as phage lambda and cosmids.
Interspersed repetitive DNA sequences compose 30% of
the human HPRT locus. Even the presence of 49 Alu
repeats did not pose difficulties in compiling the sequence,
indicating that the random DNA sequencing method is
compatible with a high density of interspersed repeats.
The relatively long length of inserts in the M13 sequencing
clones (2 kb) partially accounts for this observation, since
a contig interrupted by a repetitive or redundant sequence
can be bridged by sequencing from both ends of the clone.
The knowledge of the sequence in combination with PCR
will enable the analysis of major genomic rearrangements
arising within the human HPRT gene. A short tandemly
reiterated sequence within the gene has also been shown
to be highly polymorphic, illustrating the presence of an additional class of polymorphic sequences within the human
genome. The work is reported in Genomics (in press).

MUltiple segmental DNA synthesizer
Function and reliability of the novel synthesizer was practically tested during the custom design of "walking" primers
used for sequencing and closing gaps of the human HPRT
gene locus. Routinely 10 primers were simultaneously
synthesized on the device and subsequently labelled with
fluorescent dye by a simplified labelling procedure. An improved version of the synthesizer will be developed by the
groups of Brian Sproat and Wilhelm Ansorge, together with
the mechanical and electronics workshops and the design
office at EMBL. The new development will be carried out
with the participation of the Amersham (Great Britain) and
Bertin (France) companies.

DNA sequencing service
In the 10 months of the service, after its introduction
early in 1989, about 1200 clones were sequenced for
groups from all biological Programmes at EMBL. On the
average we read 300-350 bases per clone for the users.
But readings up to 650 bases with single-stranded, and
up to 570 bases on double-stranded DNA were supplied.

With M13 phages the users bring phage supernatant and
the service prepares DNA, sequencing reactions, run on
the fluorescent automated EMBL system and sends the
sequence via electronic mail to the user's file on the VAX
computer. The large majority of the sequencing projects at
present is however carried out in plasmid vectors, and a
general plasmid purification procedure which would work
in the hands of all users had to be developed. Regular
discussions with the users help to define the next goals and
improve the service after its introduction. We have already
started a service in amplification of DNA fragments by PCR
for EMBL groups. In collaboration with Peter Rice and Roy
Omond from the Biocomputing Programme we will design
a PC-based station to assist the users in assembling their
sequences in an easy manner.
In general, besides performing the sequencing work for
the groups at EMBL, the sequencing service is also a very
hard test and challenge for the viability of the techniques
developed and used, as they are applied to sequencing
an unknown DNA supplied by the user. Everyday contact
and pressure from the sequencing work also serves as
a source of ideas for continuous improvements in the
process methodology (e.g. general plasmid purification,
faster and simplifi"ed protocol for sequencing reactions) and
hardware.

Microinjection and electro-transfection of cells
In the first half of the year the commercial version of
the device from the Zeiss company was added to the
automated microinjection station developed at EMBL. The
service capacity of the microinjection station has increased
to help satisfy the growing number of applications, and it
is now faster to train users in the operation of the friendly
system. At present we undertake the injection in the initial
feasibility testing phase of a project and for newcomers;
certain projects are carried out in collaboration with the
research groups. For long term projects, in many cases we
train members of the groups in the operation of the system
and provide maintenance of the equipment and assistance
in preparation and evaluation of the results. Film pattern
analysis by image processing and precise measurement
of photoemission from cells or part of cells by a photon
counting system were added to the evaluation equipment.
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Regular users of the systems were the groups of
Lennart Philipson (investigation of DNA synthesis inhibition), Wieland Huttner (protein transport in secretory vesicles), Ulrich ROther (gene targeting in embryonic stem cells), Riccardo Cortese (injection of
synthetic peptide, investigation of inhibition of transcription factors), Angus Lamond (injection of oligonucleotides, analysis of splicing inhibition in vivo). Microtubule dynamics was studied with the groups of
Eric Karsenti and Thomas Kreis on Madin-Darby canine kidney (MOCK) and on Vero cells by immunomicrophotometry.
The electro-transfection technique was applied by the
groups of Lennart Philipson and Uli ROther. With the group
of Kai Simons a novel electro-transfection technique for introduction of macromolecules into filter grown MOCK cells
(introduction by electroporation of proteins, gold particles,
plasmid DNA) was developed.
External collaborative projects were carried out with the
groups of S. Tonegawa (MIT, Cambridge) and A. Smith
(MRC, Cambridge) on gene targeting in embryonic stem
cells, both by microinjection and electro-transfection; with
E. Friederich (Institut Pasteur, Paris) on injection of
rhodamine-labelled actin and DNA, double injection experiments and with P. Just (University of Heidelberg) on
electro-transfection of DNA into human primary fibroblasts,
luciferase assay.
The commercial version of the EMBL capillary automated
microinjection system from Zeiss was acquired by about
35 laboratories in less than one year.

Separation of biological particles
After the installation of the fluorescence activated sorter
and verification of its function, a biochemist joined the
group to carry out service sorting and to assist the users
in preparation of experiments and evaluation of results.
The maintenance of the equipment and technical aspects
are assured by members of the group and by the general
maintenance. Experiments were performed for scientists
from the Cell Biology, Differentiation and Gene Expression
Programmes.
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Some of the applications involved studies of haematopoietic cell transformation (Thmoas Graf), e.g. the leukemia
virus E26 bone marrow cells. The effect of culture conditions on the differentiation pathway of virus infected
cells is being studied, evaluating surface marker expression. Using two colour immunofluorescence, distribution
of surface markers has been analysed and used as a
criterion for sorting viable enriched populations of cells.
Another application was the analysis of the yeast cell
cycle (group of Ed Hurt), to examine the effects of specific mutations in genes coding for nuclear envelope
proteins involved in cell cycle control. In particular, the
temperature-sensitive mutants and the DNA content in
dependence on the temperature have been studied. In
further tests we will investigate optimum conditions for
high recovery of viable cells after sorting. Fluorescentlylabelled dextran (FITC) may be used as a marker in
the electroporation of cells. In combination with the electrotransfection technique the FACS has been used to
quantify the FITC dextran in electroporated cells, using
the fluorescence as a parameter for the sorting of viable
cells.
The EMBL apparatus for separation of large DNA fragments, with straight electrodes rotating around the gel, was
made commercially available during 1989 by the Appligene
Co., Strasbourg. It will be used extensively in the mapping
studies, in particular of the S.pombe genome.

Modified oligonucleotides
We have developed improved methods for the synthesis of building blocks for the solid phase assembly of
2'-O-methyloligoribonucleotides. A new alkylation procedure has been introduced and patented and we expect to see commercialization of our procedures. In collaboration with Angus Lamond these very stable antisense probes have found extensive applications in the
study of RNA processing. Preliminary investigations of
other 2/-0-alkyl RNAs look very promising in that we
have so far identified one other analogue which appears
to be better than the 2/-o-methyl compounds. These
analogues show high stability in cells when microinjected and will be used to block transcription or translation.

Additionally, a novel psoralen containing deoxyadenosine
building block was synthesized enabling the facile solid
phase synthesis of psoralen modified oligonucleotides.
Under UV irradiation at 360 nm rapid and efficient crosslinking of the psoralen containing oligonucleotide to a complementary matrix strand is achieved. Such compounds
will be useful in antisense probe technology.

Oligoribonucleotldes
We have established a procedure for the solid phase
synthesis of oligoribonucleotides in collaboration with Prof.
C.B. Reese, and moreover, the chemistry is compatible
with our RNA analogue chemistry enabling us to make
mixed RNA, 2/-0-meRNA sequences also containing a
variety of heterocyclic modifications. The monomers are
currently being prepared commercially and by spring 1990
routine RNA synthesis will be available to EMBL.

Oligonucleotide synthesis service
Dramatic expansion of the core facility took place during
the year with the acquisition of a third commercial synthesizer. A total of 2200 oligonucleotides were synthesized and the majority purified, compared with 1400 for
1988. About 10% of the oligonucleotides carried some sort
of modification, e.g. biotin, fluorescein, psoralen or alkyl
residues in the case of RNA.

Protein chemistry
The group has evolved to a protein chemical core facility making the techniques of protein microsequence
analysis and peptide synthesis available to scientists
with no training in these areas. Its basic research on
protein chemistry and process automation keeps the
laboratory up-to-date with new techniques and instrumentation. In close collaboration with molecular biologists analytic and synthetic technologies are refined and
new instruments are developed. In collaboration with
scientific groups at EMBL about 350 sequencer runs
were performed and 280 peptides were synthesised in
1989.

Microsequence analysis of proteins
The experience of the past few years has shown that owing
to the different nature of the proteins to be analysed a
range of micropreparative and analytical techniques must
be available to allow for the selection of the optimal strategy for the isolation of the individual protein. Therefore
numerous micropreparative strategies have been established for the isolation of proteins and peptides from complex biological sources and to obtain samples compatible
with subsequent microsequence analysis. Examples of
some sequencing projects, leading to the identification of
the corresponding cDNA clones, are: liver-specific transcription factor LF-B 1, thyroid-specific transcription factor
TTF-1, 54 kDa protein and 68 kDa protein of signal recognition particle (SRP), signal sequence receptor (SSR),
chicken myelomonocytic growth factor (cMGF), cell adhesion molecule AMOG, neural cell recognitior molecule
F11, human secretogranin II, yeast nucleolar protein related to mammalian fibrillarin, soluble guanylate cyclase
and adenylate cyclase.
A project concerning the utilization of plasma desorption
time of flight mass spectrometry (PD-MS) in protein microsequence analysis yielded stimulating results. By using
a special spectra accumulation technique a set of daughter
ions was recorded, which allowed the identification of all
62 residues of a 6.5 kDa peptide. This is the first example of direct sequence assignment based on PD-MS
data, demonstrating, that PD-MS may become a valuable
alternative to Edman degradation in the microsequence
analysis of peptides.

Peptide synthesis
Solid-phase peptide synthesis has proven to be a versatile tool to study protein-protein interactions and protein
folding. As a consequence synthetic peptides are now
extensively used in immunology, cell biology and structure
research. Owing to the improved performance of our continuous flow instrument the high quality synthesis of small
proteins and protein domains (up to 100 residues) is now
possible. These molecules are ideal candidates for structure studies on functional domains of complex proteins.
This has recently been demonstrated by the synthesis
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of peptides containing the leucine-zipper and the DNA
binding domain of two transcription factors (GCN4 and
CREB). The peptides exhibit specific DNA binding activity
and two-dimensional NMR data confirm the hypothesis of
a dimer formed by two parallel helices. The analysis of
hybrid molecules composed of the zipper domain of GCN4
and of the basic domain of CREB and vice versa showed
that the ability to recognize a specific DNA sequence is
a property of the basic region and can be transferred to
different dimerization elements by just transplanting the
basic domain.

Robotic workstations
Besides the updating of existing instruments a major ongoing instrumentation project is the development of robotbased biochemical workstations. Laboratory robots are capable of producing large numbers of analytical data and/or
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synthetic molecules and therefore enable new kinds of
systematic experiments. The two prototype robots we have
developed so far (for DNA sequencing and for multiple
peptide synthesis) are now in routine use and a license
agreement for their commercial production has been concluded. In collaboration with the computer group work on
software tools is being continued to provide a flexible
environment for method development on laboratory robots.
A further project concerns the automation of protein crystallization protocols. The performance of these protocols
by a robotic workstation will eliminate operator errors and
allow for a more precise variation of experimental parameters. By using new vapor diffusion plates the automated
formation of standing drops and sandwiched drops will be
possible.

w. Ansorge,

R. Frank & B. Sproat

Biocomputing

Ingenious experimental methods of modern molecular biology have provided a wealth of data on the molecular
detail of genetic sequences, three-dimensional structure
of biological macromolecules and cellular architecture and
control cycles. Understanding these data not only in the descriptive but also in the predictive and constructive sense
is the major challenge for theoretical molecular biology.
Computer systems with their great capacity for storing
and analysing data and for allowing visualization and manipulation of molecular structures are most appropriate
tools in this endeavour. Genome sequencing projects and
the gradual approach to near-complete information about
cellular processes will increase the complexity of the challenge in the next few years.
Currently groups in the Biocomputing Programme at EMBL
are involved in a wide range of research and service
activities: they perform research in theoretical and computational biology; provide the general computing facilities in
the laboratory (hardware, networks and software); collect,
annotate and distribute genetic sequence and other data
in collaboration with institutions in Europe, the USA and
Japan; and coordinate EMBnet, a computer network infrastructure for molecular biology in Europe. Within EMBL,
the last year has seen a further increase in collaboration between groups in Biocomputing and groups in the
Biological Structures, Cell Biology, Gene Expression and
Differentiation Program meso

Protein sequences and structures
Three groups have worked on the analysis, prediction,
model building and design of protein sequences and structures.

The work in Arthur Lesk's group has included projects on:
(1)

Understanding the structural determinants of antigenbinding sites of immunoglobulins. This work has
elucidated some general principles governing conformations of medium-sized loops in proteins. The
role of particular framework residues in influencing the conformation of antigen-binding sites has
been clarified. As a result, comparisons of the
predictions with crystal structures show that one
can predict, with reasonably consistent success,
the conformations of five of the six hypervariable
loops.

(2)

Analysis of the relationships between very distantlyrelated protein structures, to understand the mechanism of protein evolution when constraints arising
from conservation of function are removed. In one
study, in collaboration with C.-I. Branden and C.
Chothia, it was concluded that not all the proteins
containing {3-0:-{3 barrels (as seen first in TIM) are
related. In another study, a detailed comparison of
the antenna pigment phycocyanin with the globins, it
was concluded that there is a genuine but very distant
evolutionary relationship.

(3)

NMR structure determinations, together with outside collaborators, of the active DNA-binding fragment of the yeast transcriptional activator protein
GCN4, containing the leucine zipper and DNA-binding
domains, CoIE1 Rop protein and cyclolinopeptide

A.

(4)

In addition, members of the group and coworkers
have carried out projects involving: analysis and modelling of interfaces between protein subunits, analysis of patterns of unusual main-chain conformations in proteins, modelling studies related to nucleosome structure, development of methods for applying molecular dynamics to crystallographic refinement, and the design and development of computergraphic methods for displaying proteins and nucleic
acids.

Pat Argos' group has undertaken the following projects.
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(1)

Better methods have been developed to align multiple
protein sequences as well as to identify mathematically local sequence regions with biologically significant homology. These results are primarily achieved
by considering search matrices for each pairwise sequence alignment and for various values of alignment
parameters as gap penalties. Consistency of local
alignment regions across the various search matrices
is determined as a gauge of significance and mode
of alignment.
Many protein sequence families were compared during the year. Among the most notable were the discovery of a GTP-binding domain in a signal recognition particle subunit as well as a feasible hypothesis that many RNA- and DNA-dependent RNA and
DNA polymerases share several local sequence motifs amongst themselves and with the E.coli Klenow
fragment Pol I sequence whose tertiary structure is
known. This correlation allows prediction of the fold
for the functionally important regions in the various
polymerases.

(2)

Ab initio molecular model building (from the primary
sequence alone) included work on the titin molecule,
an important component of muscular structure and
a regulator of myosin assembly. A repeating domain
is proposed to have the classic jellyroll antiparallel
eight-stranded ,a-barrel fold as recognized by cyclic
residue characteristic patterns in multiple sequence
alignments. Model building of a flavodoxin based
on a homologous tertiary structure and NMR data
coupled to molecular dynamics simulations has also
been effected. The flavodoxin is probably the largest
structure yet tackled by NMR at 137 residues.
Attempts are presently underway to build viral capsid
proteins as the AIDS p24 protein by using known
tertiary structures and novel molecular dynamics algorithms. In this process, several homologous virus
structures will be examined for structural consistency
to provide "rules of modelling". In fact, a new jellyroll
,a-barrel topology was discovered in this process as
well as proposals for other classes of such folds.
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(3)

In development of computer algorithms, two projects
are notable. One of the fastest and most versatile sequence motif, pattern and profile searching programs
has been written to search sequence databases. It
allows many types of searches including such functions as secondary structure prediction and hydrophobic moments. A users' manual is available and the
program is freely distributed. Algorithms for sensitive
sequence comparisons have also been effected on
a Macintosh II computer interfaced to 3 transputers,
each of which at a fraction of the cost can achieve
VAX 8650 processing speed. The system will be upgraded to a 20-transputer configuration and attempts
will be made to compare a new primary structure with
sequence databases by the most sensitive comparison technique possible. Levels of significance will
also be given.

(4)

Several investigations are underway or have been
completed regarding analysis of known protein tertiary structures to elicit protein folding principles with
the eventual goal of predicting three-dimensional
structure from the primary sequence alone. Strongly
associating clusters consisting of 3 to 5 spatially
proximate residue sidechains have been identified in
presently known tertiary structures. Their composition
and position within the protein topology and the globular protein shape have suggested a "collapsable"
theory of protein folding; Le., the clusters coalesce
and may even force the association or bringing together of some secondary structural elements. A
further topic involving an examination of constraints
on single point mutations as inferred from known
three-dimensional structures has led to suggestions
regarding protein core evolutionary development in
protein family members as well as recommendations
for protein engineering and design. Among the more
notable rules are that protein core substitutions involve residues with a volume change of no more than
one methyl group. Finally, the preferred interaction
geometry of all possible residue sidechain pairs in
known structures has been investigated; in some
cases, the preferred association may be helpful in
molecular modelling.

Chris Sander's group has focused on protein design and
on database methods for model building and prediction of
protein structures.
(1)

(2)

(3)

The complete protein design cycle from theoretical
concept to experimental test has been achieved once
for redesigns of a small protein structure solved at
EMBL, Rop (repressor of primer), a bundle of four 0helices. In collaboration with Demetrius Tsernoglou's
group in Biological Structures and Annalisa Pastore in
Biocomputing as well as groups at the GBF in Braunschweig and the Max-Planck Institute for Medical
Research in Heidelberg, several redesigned variants
of the Rop protein were produced by gene synthesis
and expression in bacteria; crystals were grown which
have so far yielded one solved structure and NMR
spectroscopy has allowed comparison of the threedimensional structure of the modified and wild-type
protein. The redesigned structures test concepts of
protein folding: What is the dependence of peptide
conformation and antibody recognition on structural
context? What are the requirements for engineering
a metal binding site? What role do loop regions
have in protein folding? The basis for subsequent,
more rapid, protein design cycles has now been
laid.
Lacking a correct physical theory of protein folding,
database methods remain the currently most powerful
computer tool of deducing the structure or function
of a protein. These methods appropriately deal with
the individuality of proteins, in particular enzymes and
control proteins, as well as with the evolutionary connections within protein families. For model building, a
database algorithm to generate protein backbone and
sidechain coordinates from a Co trace was developed
which constructs a protein structure in a piecewise
fashion from fragments of known structures, with surprisingly high accuracy.
A new database that integrates sequence and
structure information was developed, grouping together all protein sequences homologous to a protein of known structure and thereby multiplying
the database of effectively known protein structures.

(4)

Analysis of atomic contacts in known protein structures led to a new method for evaluating the quality
of protein models and two preprocessed data sets
of residue-residue contacts can be searched rapidly
and interactively during analysis and construction of
protein structures.

(5)

Model building applied to particular sequences resulted in a first-principles three-dimensional trimeric
model of the adenovirus fibre, in collaboration with
scientists at the Grenoble Outstation, and an understanding of structural conservation in the G domains
of ras p21 oncogene protein, elongation factor TU
and several ras-related proteins with novel functions,
based on the crystal structure of Ras p21 determined
by Ken Holmes and colleagues at the Max Planck
Institute for Medical Research.

(6)

The more ihan sixty protein sequences from the Epstein Barr virus genome were analysed for structure
and function, using database algorithms, to assess
the future needs and develop methods for analysis
of complete protein information of bacterial and other
genomes.
Other projects include the calibration of an effective
protein-water interaction and the implementation of
integrated computer graphics and database software
on modern graphics workstations. During the year,
many sequence homology and pattern searches as
well as structure predictions were performed in collaboration with molecular geneticists (Plate 1).

The EMBL Data Library
In 1989 the Data Library saw major expansion. Increased
funding through the EEC allowed the appointment of
new staff, bringing the group up to 30 people. Much of
the growth has been necessary to cope with the everincreasing flood of data, and also new network and COROM distribution systems have required expansion. The
most important development of 1989 has been the installation of the database in the Oracle relational database
management system, which will clear the way for a number
of important improvements in the coming year.
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PLATE 1
Homology threshold as a function of alignment length.

The relation between sequence and structure of proteins is central
to protein folding and engineering. Here, a database study has
quantified the extent of sequence similarity required for save
prediction of structural similarity.
Each point represents a sequence alignment between two fragments from proteins of known structure, with a given alignment
length (x-axis) and given level of sequence similarity (y-axis).
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The homology threshold curve divides the graph into an area of
safe structural homology (only blue points) where essentially all
fragment pairs are observed to have good structural similarity and
a region of homology unknown or unlikely (mixed color) where
most fragment pairs are structurally dissimilar.
As a result, the database of known protein structures can be
extended significantly by deducing the structures of all proteins
in the much larger sequence data base which are homologous to
a protein of known structure.

PLATE 2
Cumulative nucleotide bases published by year of publication.

Despite initial resistance to the idea of direct submission in
some circles, progress in 1988 was good, with about 60%
of data being submitted directly. Unfortunately 1989 has
not seen such improvement - strong resistance from a few
important journals makes it difficult to get the submission
rate above about two thirds of the data. This is alarming
in that increases in the total data flow rate make entering
even the remaining data a huge task.
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to produce submissions for any of the nucleotide sequence
databases was completed by GenBank in 1989 and is now
in the final stages of testing.
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The two main databases, the nucleotide sequence
database (prepared in collaboration with GenBank in
America and DDBJ in Japan) and SWISS-PROT have both
shown an increase of a little more than 500/0 in size in 1989,
bringing the nucleotide sequence database to 35 million
base pairs and SWISS-PROT to 3.8 million amino acids.
Analysis of citations in the database by year of publication
yields a fairly smooth accelerating growth curve as shown
in Plate 2. Extrapolation of this curve predicts a database
of 10 10 base pairs in the year 2000: that is, 300 times
larger than the present collection or three times the size
of the human genome. This, coupled with developments in
automated sequencing and genome research will require
new approaches to the database problem in the future,
and the Data Library is carrying out exploratory research
in this area.
In their early years the databases entered almost all
the data manually from journal articles. More recently
the emphasis has been on direct submission of data by
researchers, with the protein and nucleotide. sequence
databases operating a common submission scheme, involving agreements with most of the major molecular biological journals. A computer program which helps authors

Early in 1989 the Nucleotide Sequence Database was
installed in the ORACLE relational database management
system (RDBMS), and the last release of 1989 was produced directly from that version of the database. The next
stage is to develop further the tools for entering data into
the RDBMS.
Although distributing copies of the entire database on magnetic tape continues to be an effective way of delivering
the data, there have been major developments in the last
two years. Computer networks enable users to get the
very newest data directly from EMBL. The EMBL network
file server allows individual entries to be requested, and
using EMBnet we update remote copies of the database
at centres in the EMBL Member States. At present seven
national EMBnet nodes receive daily updates of data. The
quarterly releases are now distributed on CD-ROM as well
as on magnetic tape, a medium well suited to users in low
investment computer environments.
The Data Library currently receives almost half of its
support from the European Community's BAP programme,
and the expansions allowed in 1989 are now beginning to
have an effect. The EEC funding runs out in early in 1991,
but further support through to the end of 1993 is being
sought under the EEC's BRIDGE programme. In the longer
run we expect information services to outgrow EMBL, and
are exploring the possibility of establishing an independent
European centre for this purpose.

Computing and network facilities
The central VAXcluster facility, which continued to be the
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main workhorse in the laboratory, received a substantial
increase in total CPU power with the addition in September
of a VAX 6000-420 with 64 Mbytes of main memory. This
is a 2 processor machine, where each processor is somewhat faster than the previous main machine, the VAX 8650.
The workload on the VAXcluster had reached the situation
where many scientists were waiting an inordinate amount
of time to process large computation-intensive jobs. This
purchase should go a long way to alleviating the situation.
In addition the VAXcll:Jster was further augmented with the
inclusion of several more VAXstation computers so that the
cluster now consists of 24 nodes representing a substantial
increase in CPU power compared to that available at the
end of 1988.
The size of the user community increased accordingly;
we now have more than 570 registered users of the
VAXcluster. The Unix environment also continued to grow,
both in terms of number of nodes and in terms of user
acceptance. A small Silicon Graphics Personal Iris, a
DECstation 3100 and a SPARCstation I were all integrated
into the Unix world during the year. Connectivity between
the VAXcluster and the Unix environment was also much
improved by the installation of NFS (Network File System)
on the VAXcluster allowing users on the Unix workstations
to access VAX files transparently.

Network file server
The network file server, a relatively simple but very effective vehicle for electronic distribution of data (bitnet
address: NETSERV@EMBL) has increased in world-wide
popularity during 1989. In response to electronic mail requests, the file server, a computer program with access
to databases, currently services between 600 and 1,000
requests a month from scientists connected to mail networks in Europe and the rest of the world. In this way
the newest EMBL nucleic acid sequences are available as
electronic mail as soon as entered and well before they
appear in the next regular Data Library release. Protein
three-dimensional coordinate dala sets continue to be
available on NETSERV, by license agreement with the
Protein Data Bank (USA), as well as protein structure data
derived or produced at EMBL and public domain software
for molecular biology.
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EMBnet - European Molecular Biology Network
EMBnet had its first full year of operation in 1989. The
network was formed to (1) address the need for novel
methods of data distribution and data capture brought
about by the accelerated growth of databases, (2) provide for closer communication in the European molecular biology community and (3) initiate or strengthen biocomputing research and services in all EMBL Member
States.
EMBnet is not an academic mail network like EARNIBitnet
but provides much more: close links between computers
with functionality far beyond simple mail traffic. It allows for
file transfer on demand, remote logins, pre-programmed
daily transfer of data, an international central bulletin
board, remote execution of jobs etc. Currently using both
Decnet and TCP/IP protocols, EMBnet will use the international Open Systems Interconnection (OSI) standard when
available.
National nodes have now been designated in almost
all EMBL Member States: Denmark (Aarhus), Finland
(Helsinki), France (Paris), Federal Republic of Germany
(Heidelberg, with Braunschweig), Greece (Heraklion), Israel (Rehovot), Italy (Bari), Netherlands (Nijmegen), Norway (Oslo), Spain (Madrid), Sweden (Uppsala) and the UK
(Daresbury) (Table 1). Frequent automatic transfer of the
newest nucleic acid sequence data entered at EMBL is
now taking place routinely to six of the nodes. A trial link
to a pharmaceutical company in Basel, Switzerland is also
operational.

Visitors' programme, technical reports, courses
The Biocomputing visitors' programme provides an opportunity for collaborative work visits of three to eight
weeks duration. In the 1989 programme, visitors worked
on projects in the areas of prediction of protein structure (Ptitsyn, USSR), protein dynamics (Stern, Israel),
protein model building (Holm, Finland), characteristic sequence patterns (Kanehisa, Japan), NMR structure determination (Molinari, Italy), distance geometry
(Braun, Switzerland), and protein solvation (Frommel,
GDR).

Table 1
EMBnet node status
Node

Status

CITI2

Paris, France

Receiving daily updates

SERC Daresbury Laboratory

Daresbury, U.K.

Receiving daily updates

CAOS/CAMM Centre

Nijmegen, the Netherlands

Receiving daily updates

Centre of Molecular Biology

Madrid, Spain

Have national mandate

Biocomputing Biozentrum

Basel, Switzerland

Receiving daily updates

Biomedical Centre

Uppsala, Sweden

Receiving daily updates

Weizmann Institute of Science

Rehovot, Israel

Receiving daily updates

Institute of Medical Biochemistry

Oslo, Norway

Have national mandate

Institute of Biotechnology

Helsinki, Finland

Awaiting national mandale

Institute of Biological Chemistry

Bari, Italy

Have national mandate

'Institute of Molecular Biology and Biotechnology

Heraklion, Greece

Have national mandate

DKFZ

Heidelberg, F.R.Germany

Have national mandate

Bioregulation Research Centre

Aarhus, Denmark

Have national mandate

Institute of Molecular Pathology

Vienna, Austria

Awaiting national mandate

Hoffmann-La Roche

Basel, Switzerland

Receiving daily updates

Biocomputing Technical Documents are available from
the Biocomputing secretary. The latest is EMBL-BCTD#4:
PROSITE, A Dictionary of Protein Sites and Patterns, by
Amos Bairoch, University of Geneva. An EMBO workshop,
Patterns in Protein Sequence and Structure, was organized in 1989 and in-house training in theoretical methods and use of sequence and structure analysis software
provided.
Future
The growth of the Data Library and the proposal of a European Institute of Bioinformatics will require reorganization
of the Programme in the future. We anticipate that support
for service activities will increasingly become a task of
the European Community. Support for basic research in
theoretical molecular biology would remain a task of EMBL.

Theoretical, computing and database methods are becoming increasingly useful in everyday molecular biology.
New areas of biocomputing research will have to be
approached, especially as a result of rapidly increasing
genome projects and increased understanding of the genetic control of cellular processes.
The key to significant contributions in this field by EMBL in
the future will be the allocation of sufficient resources for a
number of newly created small research groups, training a
sufficient number of young researchers and providing them
with an opportunity for independent research early in their
careers.
C. Sander
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The Outstation at the DESY, Hamburg

The application of synchrotron radiation to problems of
molecular biology is of increasing importance. This can
easily be seen in the EMBL Outstation in Hamburg: over
200 visitors have used the radiation facilities during 1989,
and in protein crystallography alone we have received
almost 100 proposals for beam-time from a very wide
user base since the beginning of the year. The increased
interest in synchrotron radiation arises from the recognition
of the vital importance that an understanding of structures,
at a variety of levels, plays in molecular biology, and greatly
benefits from the new possibilities of obtaining sufficient
quantities of many proteins through the techniques of
molecular genetics, cloning and overexpression of cloned
genes. The Outstation has continued to provide access to
synchrotron radiation for a wide community of users from
the molecular biology community in Europe, with strong
support from the DESY staff.
The DORIS storage ring at the Deutsches Elektronen
Synchrotron (DESY) acted as source of synchrotron radiation from mid-February until mid-December 1989, with
the loss of 2-3 weeks due to maintenance and breakdowns. Our beam-lines have thus been very intensively
used throughout the year. In September 1989 the external
priorities committee assessed proposals for beam-time for
the second half of 1989 and for 1990. We have followed
the guidelines of the committee in allocating beam-time
and we also reserve a proportion of beam-time for new
projects which require urgent attention.
In 1990 DORIS will only function for a period of 4 months
approximately from March to June. There will then be
a major shut down until the first half of 1991 while the
DORIS lIby-pass" is constructed. EMBL will construct one
beam-line on this by-pass taking radiation from a multipole
wiggler with a substantial gain in intensity over the present
lines. At the same time lines X11 and X13 will be turned
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round to take radiation generated by the electron beam,
allowing their use in both main-user and parasitic modes.
This expansion of our capacity is essential given the current pressure for beam-time which is projected to increase
in the future. The need for efficient detectors to handle
the data produced need hardly be emphasised. The instrumentation group has made a fundamental contribution
in this area through the development of the imaging plate
scanner which has been used for data collection in protein
crystallography throughout 1989, and is described in more
detail below.

The imaging plate scanner
The imaging plate scanner, a detection system for protein
crystallography, which was designed, developed and built
in-house during 1988, has been a major success. The
device is so reliable that it has been in use on one or
other of the protein crystallography beam-lines, practically
without interruption, over the whole beam periods of 1989.
Well over 20,000 images have been collected without any
serious technical problem. Our imaging plate scanner also
proved to be far superior to similar commercially available
systems presently available. The x-ray image is stored in
a phosphor plate and is subsequently read out using a
laser. The image is transferred directly to a storage disk
on our computer system for analysis and extraction of x-ray
intensities.
A particular advantage of the imaging plates is their good
sensitivity at short wavelengths: the response of the plates
is essentially flat in the range 1.5 A to 0.5 A. Using short
wavelengths, 1.0 A and below, has two important advantages for protein crystallography. The first is the reduction
in absorption, the single largest systematic source of error
in most data collections, to a level where it can generally
be ignored. The second follows directly from the first:
the reduced absorption gives reduced radiation damage.
For many crystals we have observed increase in effective
lifetimes of the order of 5-10 times using 1.0 A wavelength
radiation with the imaging plate, in comparison to 1.5 A
radiation with film. In practical terms this has meant that
for a substantial number of projects it has been possible
to record complete three-dimensional data from a single
crystal.

The imaging plate scanner is incorporated into our crystallography beam-line systems in such a way that complete data sets can be collected fully automatically, while
the crystallographer processes the already collected data
practically on-line (or realistically one data set behind I).
The instrumentation group has now almost completed
the construction of an improved version of our imaging
plate scanner. Important improvements will be the shorter
read-out and erasure cycle time of 1 1/2 minutes instead
of the present 2 1/2 minutes and a much wider dynamic
range. This system will be operational by March 1990, and
both crystallography beam-lines will then have a scanner
for data collection.
The imaging plate scanning devices provide the Outstation
with an ideal detection system for Laue crystallography
because of the large dynamic range combined with the
excellent spatial resolution and the high sensitivity to short
wavelength radiation. Test patterns have already been
taken and are presently being analysed. Imaging plate
systems presently provide us with the only acceptable
detection systems for protein crystallography with beamlines providing the intensity which we will get from the
wiggler on the by-pass. The impact of the scanner is not
restricted to protein crystallog raphy and in 1 990 we also
expect to use it for muscle diffraction experiments.

Applications of the imaging plate scanner
The power of the imaging plate scanner is illustrated by the
projects carried out in a five week period early in the life
of the scanner during March and April 1989. In this period
the scanner was first used by Ada Yonath for two weeks
for the collection of ribosomal subunit data, and then for
three days to record 7 data sets for in-house and visitor's
projects. The beam-line then shut down for 1 week over
Easter. In the following 11 days a further 10 high resolution
data sets were recorded. The scanner has continued to
produce data at this rate for the rest of the year.
The scanner is able to handle data from more than 95%
of the projects. The only important limitation of the present
system is in the resolution of very closely spaced reflections. The scanner is presently restricted to resolve up to
110-120 orders at each side of the centre. This limitation

is not dictated by the spatial resolution of the scanner, but
rather by the actual spot sizes in the pattern. The scanner
has thus been used for essentially all protein crystallography data collection in 1989. We will briefly describe two
in-house projects to illustrate its effectiveness.
In a preliminary experiment on a rubredoxin crystal supplied by Larry Sieker we used a wavelength of 0.65 A,
giving a limiting resolution at the edge of the plate of 0.9 A.
We evaluated the data for the 1.0-1.9 A shell only from
the images: the 15% of the data between infinity and 1.9 A
were rejected as so many of these were saturated. The
images unfortunately showed that the crystal was not of the
highest quality and that it had an unexpected susceptibility
to radiation. The overall merging R factor on intensities
was 11 %, using all data. The model of rubredoxin from
the Brookhaven data bank (determined by Larry Sieker and
colleagues in Seattle) was refined against these data, but
the R factor fell only to 260/0 after 5 cycles. A small section
of the electron density synthesis with observed amplitudes
and calculated phases is shown in Plate 3, and shows the
advantages of structural analyses at this resolution. We
plan to carry out a full data collection during 1990.
The second example of the power of the imaging plate
scanner is in the application to the enzyme xylose isomerase from S. a/bus which we are studying in collaboration with H. Witzel (University of MOnster). The enzyme
has a molecular weight of about 42,000 and large crystals
can easily be grown. The crystals are orthorhombic with
space group 1222 and cell dimensions a=93.9 A, b=99.7 A,
c=1 02.9 A. We have collected complete data on both
metal-free crystals to 1.65 A and Mg 2+ containing crystals
to 1.55 A using the X11 beam-line. In both cases the total
data collection time was about 9 hours. The overall Rsym
(the sym metry R on intensities and using all data) for the
metal free data was 5.8% and for the Mg 2+ containing data
5.5%.
As a starting model for refinement we used the structure
of xylose isomerase from Arthrobacter (Collyer, Henrick
& Blow) and refined both structures using restrained leastsquares. The current R factors for the two data sets, 13.9%
and 14.8% respectively including all data to the limiting
resolutions, for a protein of this molecular weight at this
resolution are excellent indicators of the high quality of
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PLATE 3

A region of the rubredoxin Foexp(ia)c Fourier synthesis with data
from the imaging plate scanner. Only data between 1.9 A and
1.0 Awere successfully recorded and used in this synthesis. This
region covers the side chain of tryptophan 37.
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PLATE 4
A stereo view of the 1.6 A resolution electron density map containing the two metal binding sites (labelled Me 1 and Me2) of

glucose isomerase. Data were collected with the imaging plate
scanner.
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the data which can be collected with the imaging plate
scanner. A region of the map is shown in Plate 4.
The in-house protein crystallography projects continued
to concentrate on bacterial proteins. As before the four
themes were (1) subtilisin proteinases, (2) metalloproteins,
(3) carbohydrate metabolising proteins and (4) nucleic
acid - protein interactions. All of these benefited from the
imaging plate. Visitors from many laboratories in Europe
also used the instruments.

Laue diffraction (I. Schlichting*, G. Rapp**,
S. Almo***, A. Lentfer**, K. Petratos**,
K. Wilson**, E. Pai*, G. Petsko*** & R.S. Goody*;
* MPI Med. Research, Heidelberg,
** EMBL Outstation at DESY, Hamburg &
*** MIT, Cambridge, Mass., USA)
The first Laue data collection on our beam-lines was
carried out for test purposes at the end of 1988. In 1989 the
first real experiments were carried out by the above group
from the Max-Planck Institute Heidelberg, MIT Boston and
in-house staff on the time-resolved x-ray studies on the Hras p21 crystals grown in MPI Heidelberg. The Heidelberg
group had recently shown that the H-ras oncogene product
p21 could be crystallized with a photolabile GTP derivative
(caged-GTP) at its active site, and that after photolytic
removal of the protecting group, hydrolysis of GTP to GDP
occurs in the crystal at the same rate as with p21 in solution
(Schlichting st al., 1989).
Such crystals were used in conjunction with Laue and
classical x-ray diffraction techniques to provide information
on the structural changes accompanying GTP hydrolysis in this system. This process is of particular interest,
since it is thought to constitute the transition between the
Uactive" and Uinactive" forms of p21, and is assumed to
be analogous to similar switches which occur with the
G-proteins and other guanosine nucleotide binding proteins. The structures of stable or quasi-stable complexes in
this system were determined by classical (monochromatic)
x-ray diffraction methods. This was not possible for the
relatively short-lived complex between wild-type p21 and
GTP. This structure was determined by the Laue method
using synchrotron radiation after photolytic cleavage of the
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protecting group in the crystals of wild-type p21.cagedGTP and before significant hydrolysis of GTP to GOP had
occurred. In addition, the structure of the protein was also
determined (in the same crystal) by the Laue method 14
min. after initiating the GTPase reaction by removal of the
protecting group, Le. during GTP hydrolysis. l\ publication
is currently in preparation regarding the results of these
experiments.

Small-angle scattering
A large quadrant detector, built by Andre Gabriel and
Fran90is Dauvergne (EMBL, Grenoble), was installed and
used throughout the year in conjunction with the interface
built by Christian Boulin (EMBL, Heidelberg). The range
of scattering vectors is doubled compared with the previous detector. Some in-house and user projects are now
outlined.
It is a paradox that, in vitro, compaction of chromatin at
increasing ionic strength is accompanied by precipitation
at salt concentrations well below physiological ones. It
was shown recently that in the nuclei of many cells there
are large concentrations of free amino-acids. Our solution
scattering experiments indicate that chicken erythrocyte
chromatin remains in solution at salt concentrations up to
200 mM NaCI in the presence of uncharged amino-acids
(glycine and proline) although compaction is complete at
about 80 mM NaCI. In contrast, the positively charged
lysine interferes with compaction.
Using a Kerr cell with a short path length, dependence of
the electric linear dichroism (ELD) of chicken erythrocyte
chromatin on NaCI concentration was measured (in collaboration with R. Marquet & C. Houssier, University of Liege).
The ELO was found to be small and positive above 3 mM
NaCI as predicted by our previous calculations. A detailed
analysis of the changes in ELD and relaxation times has
been submitted for publication.
The measurements obtained last year in collaboration with
P.E. Nielsen (University of Copenhagen) on chromatin
from Ehrlich ascites were repeated and confirmed the
dependence of the dian1eter of condensed chromatin on
the linker length.

The potential of electric field x-ray scattering was further
investigated using DNA from various sources. Orientation
could be achieved using solutions with a concen.tration of
1-2 mg/ml. A detailed analysis of the results is in progress.
Work was started on the purification of Cu-metallothionein
from yeast, a protein for which there is a controversy
concerning, among others, the geometry of the metal
centres. A copper resistant strain of Saccharomyces cerevisiae which overproduces the protein is being used. Purification procedures are based on ion exchange and gel
filtration chromatography and the protein is assayed by
Cu-determination using atomic absorption spectroscopy
and amino-acid analysis. Methods to assay the degree of
purity of the final product still have to be developed.
The major collaborations and user projects in 1989 were:
studies on the cofactor and activator induced structural
changes in yeast pyruvate decarboxylase (G. HObner et
a/., Martin-Luther University, Halle/S.), the association of
proteins from thin filaments of striated muscle (A. Wegner et a/., Ruhr-Universitat Bochum) and of troponin from
cardiac muscle (K. Jaquet et a/., Institute of Physiol. Chemistry, Ruhr-Universitat Bochum); on microtubule assembly
and microtubule associated proteins (E. Mandelkow et a/.,
MPG/ASMB, Hamburg); on the structural polymorphism of
free lipid A (K. Brandenburg & U. Seydel, Forschungsinstitut Borstel), on phospholipid lamellae as cholesterol
carriers in model systems of bile (G.J. Somjen et al., Ichilov
Hospital, Tel Aviv); further structural studies on pathologically calcified collagen (A. Bigi & N. Roveri, University of
Bologna), on osteogenesis imperfecta (0.1.) collagen (Th.
Nemetschek et a/., Heidelberg University), on the molecular basis of the mechanical properties of collagen (Th.
Nemetschek et a/., Heidelberg University); time-resolved
x-ray studies on structural changes in bacteriorhodopsin
during the photocycle (G. BOldt et al., FB PhysikiBiophysik,
Freie Universitat Berlin).
EXAFS

During last year's EXAFS experiments on very dilute metalloprotein samples it became obvious that the quality of
spectra was hampered by the occurrence of "glitches".
The physical origin of these artifacts is a modification

of the beam intensity by the presence of one or more
secondary reflections satisfying Braggs's law simultaneously. Sample inhomogeneities (e.g. in frozen solutions)
and non-linearities in the detection system may result in
serious distortions of an x-ray absorption spectrum. A
computer program was developed that allows prediction of
the occurrence of glitches as a function of monochromator
orientation. For a given absorption edge it is possible to
choose a specific orientation which minimizes the effect of
glitches in the interesting energy range.
The following collaborative experimental projects were carried out: hog kidney aminoacylase (University of Marburg),
the interaction of iron with anthracyclines (Medical University Lubeck and University of Tubingen), the hydrogenases
from Alcaligenes eutrophus (Medical University Lubeck
and Universities of Duisburg, Gettingen and Bielefeld),
studies on a series of chemically simple nickel compounds
of precisely known three-dimensional structure (Universities of Duisburg and MOnster), carbonic anhydrase (University of Warwick), soybean lipoxygenase-1 (Universities
of Utrecht and Nijmegen), purple acid phosphatases (Universities of MOnster and Duisburg), the metal binding sites
in glucose isomerase from Streptomyces albus (Universities of Munster and Duisburg), xylose isomerase from
Arthrobacter (Imperial College, London), the Zn environment in inorganic deposits present in the wall of human
aorta (Jagellonian University of Cracow) and the antibiotic
bacitracin with divalent cations (in-house). More details are
given in the research report.

Muscle
We here present an overview and perspective of the
muscle research presently being carried out in Hamburg.
The in-house group, in close collaboration with outside
users, have pioneered the following fields of application of
x-ray diffraction to muscle research. In the next years, we
plan to concentrate on projects along the lines described
below, including the study of individual proteins by protein
crystallographic techniques.
Firstly, single isolated muscle fibres have been successfully used in time-resolved x-ray diffraction. The single fibre
preparation has significant advantages over conventional
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whole muscle preparations. The mechanical properties
are uniform within an isolated fibre, free from interfibre
variability. In a single fibre all the highly sophisticated
techniques, like the sarcomere clamp and quick release,
can be applied to define the conditions or to apply perturbations in a well controlled manner. Using intact single
fibres from frog, we are now obtaining valuable information
about the location of the cross-bridges, the lattice spacing
and the lattice disorder under well defined conditions of
the muscle. We have also found that x-irradiation damage is not a limiting factor in this type of experiment,
encouraging us to continue the projects on a wiggler
beam-line to record more reflections using the increased
intensity.
Secondly, to follow structural parameters in the relaxation
phase after giving stepwise perturbations of chemical or
physical parameters of muscle, techniques using the photolysis of "caged-ATP" or ucaged-Ca" with a Xenon flash
lamp, and temperature jump generated by an infra-red
laser have been introduced and successfully employed.
The perturbations bring otherwise unsynchronized crossbridge cycles into phase.
Thirdly, filamentous aggregates of muscle protein orientated in a glass capillary and genetically engineered
muscle proteins in solution have been studied. These
systems have advantages over normal muscle for some
experiments. Firstly, the capillary oriented actin filament
is a potential candidate for a system which enables us
to solve the phases of the x-ray diffraction patterns. Secondly we are able to limit the number of protein components in the system. For example, using the capillary
oriented actin filaments the effect of calcium binding to
the actin filament structure has been successfully studied free from the possible influence of myosin. Thirdly,
the dissection of the system at the molecular level is
now possible by employing genetically engineered proteins.
On the instrumentation side, we have finished rebuilding
beam-line X13 which is now in routine operation. In two
years time, muscle users will have access to a wiggler
beam-line. In some fields of instrumentation, however, we
still see the need for improvement in our institute. A good
electric area detector with fine focus x-ray optics and, in
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particular, an elastically bent continuous focusing mirror
are of great importance. We also absolutely require the
upgrading of the apparatus for the data acquisition and
subsequent computer interface and analysis to a more
up-to-date and reliable system. At present at the beginning
of a week's beam-time, it is not unusual for us to spend
1-2 days setting up the system and optimizing the x-ray
optics. Such delays are unnecessary and will be solved by
the improved set-up.
In-house projects carried out during 1989 include the
following: (1) time-resolved x-ray diffraction study of
troponin-associated reflections (in-house, Brandeis); (2)
structural and biochemical study of invertebrate troponintropomyosin system (in-house, Brandeis, Baltimore); (3)
x-ray diffraction studies of submaximally activated frog
muscle by use of rapid cooling contracture (in-house); (4)
the nature of the catch contraction of molluscan muscle
(in-house, Brandeis); and (5) time-resolved x-ray diffraction studies of anterior byssus retractor muscle (in-house,
Brandeis). Visitors projects include (1) time-resolved xray diffraction studies on intact single muscle fibres (Oxford, Florence, EMBL) and (2) dynamic x-ray diffraction
experiments following photolytic relaxation and activation
of rabbit psoas fibres (Heidelberg, Pennsylvania, EMBL).
Details of these projects are given in the research report.
Design of the by-pass beam-lines
The major changes which will take place during the long
reconstruction phase of the DORIS-ring in 1990 - 1991 are
shown in Plate 5.
(1)
(2)

A new wiggler beam-line (Line no. 7 in Plate 5) will
be installed for EMBL.
Our present beam-lines X11, X12 and X13, which
now take radiation from the positron beam, will be
turned around to take radiation from the electrons and
be sited in the new building. This makes space available in our present experimental hall for the new HASYLAB beam-lines No.4, 5 and 6. These beam-lines
will then receive radiation during the whole operating
periods of the storage ring resulting in a substantial
increase in the available beam-time.

PLATE 5
The proposed EMBL new beamline set-up.
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(3)

The staff of the Outstation would like to make use
of the opportunity to reconfigure the set-up of all
the EMBL beam-lines into a single laboratory within
the new experimental hall, which will be constructed
adjacent to our building. The proposal is to install one
or two beam-lines on the bending magnet, next to the
set X11, X12 and X13 (see Plate 5). In exchange
we would give up the space of our beam-lines in
the present HASYLAB experimental hall for other
experiments. As a result, EMBL would operate a
single set-up with four bending magnet beam-lines
and one wiggler line. This proposal is subject to
further discussion with HASYLAB.

K. Wilson
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The Outstation at the ILL, Grenoble

The Grenoble Outstation of EMBL is situated on the site of
the high-flux nuclear reactor at the Institut Laue-Langevin
and adjacent to the site of the European Synchrotron Radiation Facility (ESRF) which is currently under construction.
In the years to come this juxtaposition promises to put
the Outstation in a unique position to develop structural
biological work at both these outstanding facilities although
the precise role of the Outstation in relation to the ESRF
remains to be defined. Meanwhile the Outstation continues
to strengthen its internal research programme, with an
increasing emphasis on x-ray crystallography, but has also
maintained a number of long-term collaborations with local
and external scientists involving different aspects of neutron scattering. Service activities of the Outstation include
the supply of perdeuterated proteins and nucleic acids for
NMR and neutron scattering and the construction of the
Gabriel x-ray area detectors which are now installed in
a large number of classical and synchrotron x-ray laboratories around the world. Both these latter activities are
benefiting from continual technical improvements.
The in-house research programme is focused principally
on the structure and interactions of bacterial aminoacyltRNA synthetases and on the adenovirus fibre protein.
However there has been important progress in other domains of study such as the development of a rigorous
method of analysing dynamic light scattering data using
maximum entropy methods (with R. Bryan, EMBL Heidelberg) and the growth of very highly diffracting crystals of
the neuraminadase from a B strain of influenza virus.

Aminoacyl-tRNA synthetases
The nl0st notable scientific achievement of the year has
been the determination by x-ray crystallography of the
structure of seryl-tRNA synthetase from E.coli, a dimeric
enzyme of molecular weight 98 kDa which specifically
charges tRNA Ser with serine. This is the result of a very

close collaboration between the crystallography group and
the group of biochemists and molecular biologists working
on various aspects of bacterial protein biosynthesis. An
interpretable electron density map was obtained using
three derivatives and improved by solvent flattening almost
exactly three years after the growth of the first crystals.
The structure is now completely built and partially refined
to 2.5 A resolution and shows two extraordinary features.
The N-terminal 100 residues are involved in a unique 60 A
long arm which projects out into solution and is composed
of an antiparallel coiled coil of a-helices. This arm has
heptad repeats of leucine (or isoleucine) and is thus the
first three-dimensional structure of the IIleucine zipper"
motif whose sequence is being increasingly found in DNA
binding proteins. The bulk of the protein forms a more
IIglobular" domain based around a seven-stranded antiparallel ,B-sheet. The protein thus contains no Rossmann-fold,
which is characterized by a parallel ,B-sheet and which is
found in the three other known synthetase structures (Tyr-,
Met- and most recently Gln-) and many other ATP-binding
proteins. The mode of binding of the ATP in the seryl-tRNA
synthetase remains to be determined.
These features establish the seryl-enzyme as representing a new class of synthetase structure which poses
an interesting puzzle as to the evolutionary relationships
between the aminoacyl-tRNA synthetases. Parallel with
the structural work, a number of deletion, insertion and
site-directed mutants have been made. However the experiments are currently hindered by the finding that many
mutants cannot be overexpressed although the mRNA is
apparently synthetized to high level. There appears to
be a post-transcriptional regulatory mechanism controlling
translation perhaps involving a stem-loop in the coding
region of the mRNA, the details of which will have to be
worked out before mutants can be made at will. Meanwhile
attempts to produce large amounts of a pure species
of tRNA Ser by both in vivo and in vitro expression of
synthetic genes are continuing to provide material for further studies of the complex with the synthetase. Work on
the asparaginyl-tRNA synthetase has continued with the
determination of kinetic and binding parameters of the now
over-expressed and purified native enzyme. Significant
sequence homology with yeast aspartyl-tRNA synthetase
in two regions suggests putative functional regions which
are now being investigated by site-directed mutagenesis.
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Adenovirus proteins

Neutron scattering projects

The adenovirus fibre is a long slender, trimeric protein
with a distal head which carries the viral receptor-binding
site and has been studied by a number of techniques
at the Outstation for several years. Attempts to express
correctly-folded adenovirus fibre protein in E.coli have
continued with partial success. The fibre polypeptide from
both serotypes 2 and 3 (Ad2 and Ad3) has now been
expressed with native sequence (previously fusion peptides had been expressed) and also a tail-only fragment of
Ad2. All recombinants are insoluble but can be purified
upon extraction with urea which is subsequently slowly
removed. The most promising results are with recombinant
Ad3 fibre which appears in the electron microscope as an
elongated molecule with a trimeric, triangular head. Antirecombinant Ad3 fibre serum has been used to help purify
the native Ad3 fibre and penton in order to permit close
comparison with the recombinant material. Comparative
electron microscope measurements of the length of native
Ad2 and Ad3 fibres suggest a length of 13.2 A for the
15 residue pseudo-repeat in the fibre tail sequence. This
corresponds to exactly half the repeat observed in x-ray
diffraction patterns of fibre crystals. On the basis of these
results a new model for the structure of the tail, based
on a triple helix with interchain hydrogen bonds, has been
constructed in collaboration with Pieter Stouten and Chris
Sander at EMBL Heidelberg.

Outstation staff and their collaborators routinely use smallangle neutron scattering as a means to characterize biological samples in solution particularly when use of the
contrast variation method allows more detailed structural
dissection of protein-nucleic acid complexes and usually
in combination with other biophysical techniques (e.g. electron microscopy and dynamic light scattering). Examples
of recent results are: the finding of an increase in radius of
gyration of EcoRV restriction endonuclease upon binding
to DNA, which is compatible with the hypothesis derived
from the crystal structure that the cleft between the two
subunits needs to open up to accomodate the DNA (with
U. Selent & A. Pingoud, Hannover); the measurement
of the stoichiometry of binding of tRNA Ser to seryl-tRNA
synthetase and the separation of the two bound tRNA
molecules (with G. Zacca"i, Grenoble); the characterization
of the structure of recA self polymers and recA-DNA
complexes with and without ATP as a function of salt
concentration (with E. DiCapua, Edinburgh & P. Timmins,
Grenoble); the determination of the scattering curve of
EF-Tu in its complex with leucyl-tRNALeu as a test of the
new method of triple isotopic replacement, which uses
deuteration and the contrast variation method to enable
accurate characterization of a single component within a
complex (with M. Pavlov & I. Serdyuk, Moscow). Other
neutron scattering projects in progress are the use of low
resolution neutron crystallography to try and locate the
detergent required for growth of the seryl-tRNA synthetase
crystals and continued use of inelastic neutron scattering
to investigate the dynamics of lysozyme and tRNA (with
W. Doster, Munich) to compare with results previously
obtained with myoglobin.

Recombinant and native protein lila, an adenoviral protein
previously expressed in E.coli at the Outstation, have
now been characterized and shown to have an unusually elongated conformation (length about 180 A). This
may explain the fact that the protein is accessible at
the viral surface and can also be cross-linked to the
core.
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B. Jacrot & S. Cusack

Administration

A new Member State: Belgium
After long negotiations the 14 Member States of EMBL
were informed that Belgium had decided to join as from
January 1st 1990. Belgium is heartily welcome. The membership of Belgium will hopefully help the Belgian scientific
community and contribute to the resources of EMBL. This
additional support is especially welcome at a time when
the other Member States are showing some reluctance to
increase the funding of the Laboratory to the level required
by the scientific developments. The time may soon come
when all the countries of Western Europe are Member
States of EMBL. The political developments which took
place in Eastern Europe at the end of 1989 will soon raise
new challenges for Council and Management.

Patents and licenses at EMBL
EMBL, an intergovernmental research institute whose activities are focused on basic research, has developed close
ties with the instrumentation industry at the same time. The
interaction with industry is manifold. In some cases EMBL
scientists are approached by private firms interested in
the potential application of the technological developments
carried out in the Laboratory. Staff from the firms cooperate
with EMBL members and the firms provide money or
instruments (as gifts or on loan). A cooperation agreement
is signed which regulates the terms and conditions of the
interaction including patent rights and option on a license
contract.
In other cases scientists who already know a company
through experience or by repute, and who suspect that
the firm might be interested in a development, negotiate
the terms under which the firm can contribute to, or complement, the budget of the research group in exchange for
access to the new development.

The incentive for the development of a new instrument
sometimes comes from the instrumentation programmes
themselves, e.g. when they want to replace repetitive operations by automatic handling. The groups in the Physical
and the Biochemical Instrumentation Programmes make
the first development. When the device is finalized, it is
used at EMBL, shown to other scientists and sometimes
manufactured in a limited number.
Other products of various kinds are also developed, such
as chemicals and software packages but in the case of
biological tools the EMBL acts as European clearing house
and only offers non-exclusive licenses.
After a period of cooperation, or when the development
is finalized, a license contract is signed with an outside
industrial partner interested in including the EMBL instrument or chemical in their sales programme. A standard
license contract includes the payment of a lump sum as
contribution to the development costs, and royalties based
on the net turnover.
Sometimes EMBL applies for a patent, which makes the
product more attractive for the licensee. The policy of the
Laboratory is to apply first for a patent in the Federal
Republic of Germany (or in France) to secure priority, but
the licensees are responsible for patenting in any other
countries if they consider it necessary to protect their
sales.
The EMBL contribution is highly appreciated by the private
firms who conclude a license. At a very reasonable price
they are able to buy a new device, chemical or software
programme, already tested by very demanding scientists;
in some cases EMBL will have already sold a small number of units of the new instrument or product paving the
way for further sales; a market is thereby opened and
references are immediately available. EMBL partners are
firms of the highest standard with world-wide distribution
nets.
At present EMBL owns about 30 patents, most of them
licensed to outside firms.
License fees and patent royalties represent part of the
miscellaneous income of EMBL. They amount to a very
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years. The Working Group met in September this year
and presented at the December meeting of Council a
framework of principles for approval. The main principles
were: transparency of the accounts, how to deal with
unexpected income and how to operate the Reserve Fund.
A further meeting of the Working Group is scheduled for
early 1990 to discuss more details and prepare the revised
wording of the Financial Regulations and Internal Financial
Rules.

modest sum indeed in relation to the budget, and for
various reasons are a fluctuating and unpredictable source
of income.
It is however a type of income which is worth mentioning
because it shows another aspect of the activities conducted at EMBL. The inventors and their groups receive
a fair return for their achievements. Patents and license
contracts contribute to the reputation of the Laboratory
and demonstrate how fruitful the interaction of research
and industry can be, although their respective ways of
operating are basically different.

Finance
Distribution of income and
expenditure 1985-1989

Revision of Financial Regulations and
Internal Financial Rules

From Table 2 (page 57) it appears that the main sources
of income (contributions, internal tax) are growing steadily
for three reasons: net growth, cost variation indices and
new members.

Over the last few years several decisions proposed by
the Finance Committee and approved by Council have not
yet been introduced into the basic texts ruling the EMBL
Administration as they applied only for a limited period of
time. Council in July of this year set up a special Finance
Working Group to examine whether the experience gained
during this trial period was positive and whether these
interim decisions could thus be recommended for future

The other sources of income are fluctuating (see Plate 6):
except for the amount carried forward and the contributions
to the Pension Scheme, they can only be estimated when
the budget is drafted (September for the following year):

Distribution of Income and Expenditure 1985-1989
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Table 2
THE LABORATORY'S INCOME AND EXPENDITURE OVER 5 YEARS
All figures in 1000 OM
Income

Actual Actual Actual Actual Budget Expenditure
1986 1987 1988 1989 1990

Carried forward
from previous year

1,213

1,023

1,118

Liquid. of Reserve

6

392

3

Ord. Contributions

1,000

*700 Staff Costs
(Net; gross as)
from 1989)
- Operating Costs

41,705 44,600 46,072 48,520 51,469 Capital Expenditure

Spec. Contributions

602

1,170

946

568

568 Reserve

Bank Interest

367

398

522

726

600 Carried forw. to
following year

Other Income

798

678

28

43

Totals

Actual Actual Actual Actual Budget
1986 1987 1988 1989 1990
22,874 23,978 32,571 34,304 35,502

14,385 14,858 14,678 16,262 17,701
6,017 8,210

7,775

392

97

79

1,023

1,11 8

1,000

8,007

9,134

418

50

44,691 48,261 48,689 50,857

As from 1988
Unpaid Commitments

329

295

250

External Sales

192

173

200

Pension Scheme

840

912

1,000

6,053

6,754

7,150

Internal Tax

350

Support Fund
Totals

56,103 58,991 62,337

44,691 48,261 56,103 58,991 62,337
(Comments p.56)

* The outturn 1989 shows a carry forward of 418 KDM. The 1990 budget will be revised accordingly.

Note: Contrary to the previous years, and as from 1988,
all sources of income are and will be shown, so that the
figures in Tables 2 and 3 are consistent. The main other
sources of income are:
-

unpaid commitments;
external sales;

-

pension scheme contribution;
internal tax.

This demonstrates that the EMBL salaries are taxed according to an independent system. Therefore, on the expenditure side the gross salaries are shown instead of the
net amount as in the past.
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only the special contributions are agreed beforehand,
but they are short-term and when they terminate they
leave a gap in the budget;
bank interest depends on when the Member States pay
their contributions and on the interest rate market;
unpaid commitments are trimmed at the end of the year
but depend mostly on the volume of orders which have
not been delivered by December 31 st;
external sales include the amount of obsolete equipment which is sold during the year, the EMBL share in
the surplus derived from the sale of internal manufacture and from the returns on license fees and royalties.
None of these amounts can be properly forecasted:
they result from unexpected sales or of turnover which
the Laboratory cannot predict.
Although the total of external sales only amounts to
about 2 MOM. its fluctuations may put in jeopardy
some projects when it decreases or fund minor initiatives when it increases. The budget should not be
upset by such movements. Some procedure should

be agreed with the Member States to compensate for
the occasional deficit in the fluctuating income so that
no expenditure agreed upon has to be cancelled or
postponed. It is essential that EMBL keeps pace with
the rapid developments in molecular biology.

Replacement rate of equipment and
available funds
The updated value of the equipment in use at EMBL
amounts to about 40 MOM at this date. Taking an average
write-off rate of 15% per year - which is a slow rate for
highly-technical equipment and computers - it means that
in theory devices of a total value of about 6 MOM worth
must be replaced each year. One can see that a budget
for Heading III (Capital Expenditure; including building, remodelling and Library) amounting to 8 MOM approximately
is very tight. to keep the quality level of EMBL facilities
abreast with the latest technological developments.

Evolution of H1 Personnel Costs 1985-1989
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II
D

Social charges

_

Supernumeraries

ill]

Staff costs

II

-

30

Fellows & Visitors

Total personnel costs

40
PLATE 7

Table 3
MAIN ITEMS OF INCOME AND EXPENDITURE DURING 1989
All figures in 1000 OM
Income
Carried forward
from 1988

Budget

Actual

1,000

1,000

Liquidation of Reserve
48,520

48,520

Special Contributions

568

568

Bank interest

450

726

Pension Scheme

957

912

6,800

6,754

Unpaid Commitments

250

295

Sales

400

173

Other Income

224

43

59,169

58,991

Ordinary Contributions

Internal Tax

Total Income

Expenditure

Budget

Actual

Staff Costs
(inc!. Internal Tax)

34,307

34,304

Operating Costs

16,607

16,262

8,255

8,007

Capital Expenditure
Reserve

Carry Forward to 1990*
Total Expenditure

418
59,169

58,991

* The carry forward to 1990 consists of unspent commitments (595 KDM) reduced to 417 KDM by an income deficit (178 KDM).

Insurance
The insurance contracts had to be renewed as from December 31 st 1989. The view was voiced that, except for
liability, a public institute like EMBL could dispense with
insurance altogether. However, opinions were in favour of
insuring the assets of EMBL because, in spite of the small
size of the Laboratory, the Member States might not be
willing to provide new funds for replacements in case of a
major catastrophy. A reasonable solution was found with
one insurance company, after fierce competition among
several participants in the tender.

Personnel Costs
Plate 7 (page 58) shows the breakdown of the social
charges since 1985.

Financial situation:
19890utturn versus budget (Table 3, page 59)
Income
The outturn in bank interest exceeded the forecast because the trend of the interest rate market was upward.
The extreme rates ranged from 3% (a few days' term) to
8% (2-3 months).
On the other hand sales amounted to 173 KDM, which is a
modest figure resulting from three items: sale of obsolete
fixed assets (30 KDM), returns on internal manufacture
(110 KDM), and on license fees (33 KDM). This outturn
is different from the 1988 outturn (159 KDM, 16 KDM and
17 KDM respectively) and shows how unreliable the different categories of miscellaneous income can be. Under
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0 ther income" fall various unexpected amounts, the major
one being refund of costs relating to previous years.
1I

Expenditure

No major remarks are worth making except that the funds
ultimately approved for the three Headings were all spent
up to nearly 100% , which confirms that the EMBL budget
is tight and must be very carefully managed.
J.-F. Beerblock
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Official visitors in 1989

16.01.1989

Dr. J. Erler, Head of
European Weather Forecast, U.K.

19.01.1989

Dr. Engstfeld, Adviser to the
European Parliament Committee for
Environmental Problems

25.01.1989

R. Menzel, Chairman of the Heidelberg
Section of the Federation of Trade Unions
in the Federal Republic of Germany

29.03.1989

P. Newmark,
Nature, London, U.K.

03.05.1989

Secretary of State Dr. K. Miltner,
Karlsruhe

31.05.1989

G. Elrom, Vice-president of
Finance and Administration of the
Weizmann Institute of Science,
Rehovot, Israel

28.06.1989

Dr. W.J. Deetman,
Minister for Education and Science,
The Netherlands

24.08.1989

M. Erb-Sommer,
Journalists Office, Bonn

18.09.1989

Secretaries of State Dr. Miltner,
Karlsruhe with Dr. Bulling, Stuttgart,
Mr. Dorr, Augsburg, Dr. Gogler, Tubingen,
Mr. Mosch, Ansbach, Dr. Vogt, Wurzburg

20.10.198924.10.1989

A. Dines, Chief Engineer
and N. Porath, Architect,
Weizmann Institute of Science,
Rehovot, Israel
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Guided tours during 1989

21.06.1989

Students of the University of Uppsala
Inst. of Radiology, Sweden; 5 persons

05.01.1989

Students of the Third World
(special study programme)
Stuttgart; 45 persons

23.06.1989

Gymnasium Adelsheim (biology course);
16 persons

09.01.1989

Brotherhood Kurpfalz;
59 persons

06.07.1989

Delegation from Intersyndical INSERM;
6 persons

24/25.1.1989

Molecular biology students,
University of Odense, Denmark;
15 persons

14.07.1989

Genetics students of the
University of Tubingen; 12 persons

08.09.1989

Students of the
Pfaffenwald Ecumenical Centre,
Stuttgart; 20 persons

Physics students of the
University of Budapest, Hungary;
26 persons

29.09.1989

16.03.1989

Genetics students,
University of Bayreuth; 21 persons

Students of the Gymnasium
in Rehovot, Israel; 20 persons

03.10.1989

21.03.1989

Members of the Committee for
Environmental Problems, Public Health
and Consumer Protection of the
European Parliament, Luxemburg;
25 persons

Participants in the seminar on
Gene technology of the Heinrich Pesch-Haus
Ludwigshafen; 21 persons

23.10.1989

Delegation of economists
Israel; 10 persons

24.10.1989

Students of the Kurpfalz-Gymnasium
(biology course), Mannheim;
15 persons

25.10.1989

Science journalists from the
Netherlands; 9 persons

09.11.1989

Students of the Centre for
Extension Studies, University of Turku,
Finland; 18 persons

11.12.1989

Members of the Research Association
for Biotechnology, Tokyo, Japan;
4 persons

19.12.1989

Round Table Nordbaden;
58 persons

10.03. 1989

31.03.1989

Students of the American Highschool,
Heidelberg; 32 persons

07.04.1989

Biology students of the
comprehensive school of Bad Bergzabern;
32 persons

24.04.1989

Delegation of the National Federation
of Students from Catalonia, Spain;
12 persons

12.05.1989

Chemistry Students of the
University of Utrecht, the Netherlands;
35 persons

22.05.1989

Members of the personnel of the
Regional Office for Environment Protection
and Trade Inspection, Oppenheim;
15 persons
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Total number of participants in guided tours: 531 persons

Table 4

EMBL STAFF DEVELOPMENT

Category of Personnel

December 1987

December 1988

December 1989

Staff Members
Supernumeraries
EMBL Predoctoral Fellows
EMBL Postdoctoral Fellows
EMBO Fellows
Visitors
Trainees

251
109
32
15
11
94
3

263
124
35
25
15
95
10

275
148
45
22
26
106
13

271.97
97.53
45
22
26
105
12.25

TOTAL

515

567

635

579.75

Man-Years 1989*

The figures show the total employees of the various categories during the month of December 1987, 1988 and 1989.
* The lIStaff Complement" of the EMBL is based on man-years and the figures indicate the total number of posts that were
filled in 1989 during the whole of that year.
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Director-General

Lennart Philipson
Secretaries

Waltraud Ackermann
Nelly van der Jagt-Gonzalez
Internal auditor

Karl KoglmayrO

Staff and Visitors

* indicates group leaders

* indicates part of the year only

o indicates part-time work
Fellows comprise: pre- and postdoctoral fellows
(EMBL, EMBO and external)
Visitors comprise: students, trainees,
visiting workers & visiting scientists
Assistants comprise: scientific and technical assistants,
data assistants and supernumeraries

64

Central Laboratory,
Heidelberg
Cell Biology

Programme coordinator

Kai Simons (Senior scientist)
Secretary

Anne Walter
Scientists

Bernhard Dobberstein* (Senior scientist)
Gareth Griffiths*
Jean Gruenberg*
Bernard Hoflack*
Eduard Hurt*
Wieland Huttner*
Eric Karsenti*
Thomas Kreis*
Jan de Mey
Keith Stanley**
David Vaux*
Marino Zerial*
Fellows

Robert Bacallao* (USA)(NIH)
Oddmund Bakke* (Trondheim)(NAVF/EMBL)
George Banting* (London)(Royal Society)
Francis Barr* (London)(DFG)
Mark Bennett* (USA)(NIH)
Jean Marc Berrez (Besan90n)(ARC)
Heather Bond* (Leeds)(Royal Society)
Andre Brandli (Basel)(EMBL)
Paola Braghetta* (Padova)(Univ. Padova)

Brigitte Brake* (Innsbruck)(DFG)
Brigitte Buendia (Lyon)(EEC)
Eric Chanat (Rennes)(EMBO)
Philippe Chavrier (Lyon)(ARC/EMBO)
Carlos Dotti (Argentina)(EMBO/Humboldt)
Rainer Duden (Heidelberg)(EMBL)
Neil Emans* (Durham)(EMBL)
Marie-Anne Felix (Paris)(Ec.Norm.Sup.)
Maria Do Carma Fonseca* (Lisbon)(EMBO)
Hans-Hermann Gerdes (Marburg)(EMBL)
Ute Hamann* (Epalinges)(EMBL)
Rob Hendriks* (Utrecht)(EMBL)
Dagmar Hennig* (Giessen)(EMBO)
Joachim Herz* (Heidelberg)(EMBL)
Stephen High (Bristol)(EMBO)
Wai Chang Ho* (USA)(EMBL)
Ralf-Peter Jansen* (Bochum)(DFG)
Paula Karecla (London)(Roy.Soc.)
Marianne Lehnert-Wilzenski* (USA)(EMBO)
Klaus Lingelbach* (Australia)(EMBO)
Joachim Lipp* (Heidelberg)(DFG)
Thomas Ludwig* (Heidelberg)
(Boehringer Ingelheim Fonds)
Henrich Lutcke* (Marburg)(EMBO)
Alessandra Luzzago (Brescia)(Humboldt)
Stephane Meresse* (Lille)(INSERM)
Nancy Mize (USA)(EMBL)
Ann Mutvei (Stockholm)(NOMBA-NYRP)
Ulf Nehrbass (Tubingen)(EMBL)
Christof Niehrs (Berlin)(EMBL)
Robert Parton (Leicester)(EMBO)
Jean Pieters* (Maastricht)(EMBO)
Sanjay Pimplikar* (Canada)(Humboldt)
Franca Pischedda* (Turin)(AIPC)
Kristian Prydz* (Oslo)(NAVF)
Anne Regnier-Vigouroux* (Marseille)(EMBO)
Janet Rickard (Liverpool)(NATO/SERC/EMBL)
Karin Romisch (Konstanz)(EMBL)
Jochen Scheel (TQbingen)(EMBL)
Thomas Schimmang (Erlangen)(DFG)
Peter van der Sluijs* (Groningen)(Humboldt)
Beate Sodeik* (USA)(EMBL)
Jane Stinchcombe (Oxford)(EMBL)
Sharon Tooze (Heidelberg)(EMBL)
Fulvia Verde (Pisa)(EMBL)
Angela Wandinger-Ness* (USA)(NIH)
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Visitors
Claude Antony* (Paris)
Vilma Arce* (Costa Rica)
Anders Aspnas* (Turku)
Bernd-Uwe Barth (Heidelberg)
Luca Boluger* (Zurich)
Morgane Bomsel* (Paris)
Stefano Bonatti* (Naples)
Marie-Helene Bre (Gif-sur-Yvette)
Giorgio Bressan* (Padova)
Yuping Deng* (USA)
Annette Draeger* (Salzburg)
Evelyne Friederich* (Luxembourg)
Tytti Graeffe* (Helsinki)
Anita Hung-Leo (Venezuela)
Teymuras Kurzchalia* (East Berlin)
Heike Kutt* (Heidelberg)
Dagmar Leiss* (Martinsried)
Ludwig Lin* (USA)
Varpu Marjomaki* (Jyvaskyla)
Ian Mather* (USA)
Andreas Merdes* (Heidelberg)
Ad Oprins* (Utrecht)
Jorma Paranko* (Turku)
Siegfried Prehn* (East Berlin)
Norbert Roos* (Oslo)
Patrizia Rosa* (Milan)
Petra Schrotz* (Heidelberg)
Gabriele Seethaler* (Salzburg)
Brian Storrie* (USA)
Carlo Tachetti* (Genova)
Frederic Tournier* (Gif-sur-Yvette)
Teppa Tuomikoski* (Oulu)
Christian Vannier (Nice)
Senen Vilaro* (Barcelona)
Frank Vogel* (East Berlin)
Irene Wacker-Schroder* (Heidelberg)
Margharita Zanetti* (Trieste)

Assistants
Anthony Ashford*
Ulrike Bauer*
Roland BeiBwanger<>*Shamsa Faruki
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Gregor Fismer<>
Nicholas Flint
Willy Galgenmuller*
Angelika Giner*
Hege Hardersen<>*Michael Hollinshead
Ruth Hollinshead
Heinz Horstmann
Ruth Jelinek
Brigitte Joggerst-Thomalla
Mark Kail
Hildegard Kern
Angus King*
Ulrike Mathieu<>
David Murfitt*
Elizabeth Phillips*
Margueritte Ragueneau*
Bettina Stahl
Hilkka Virta
Carmen Walter
Jane Webb*
Ursula WeiB

Differentiation

Programme coordinator

Thomas Graf (Senior scientist)
Secretary

Hilary Davies-Ruck
Scientists

Dirk Bohmann**
Rodrigo Bravo**
Patrick Charnay**
Sara Courtneidge*
Denis Duboule*
Ottavio Fasano*
Achim Leutz*
Scott Ness
Ulrich Ruther*
Lindsay Williams*
Rolf Zeller*
Martin Zenke*
Fellows

Daniel Bachiller (Madrid)(Min.Educ.& Science, Madrid)
Maurizio Baroni* (Milan)(EMBO)
Tullia Casini* (Pisa)(EMBL)
Francesco Di Blasi* (Palermo)(EMBO)
Jean-Bernard Crechet* (Paris)(EMBO)
Pawel Dobrzanski* (Cologne)(Squibb)
Georg Feger (Ulm)(EMBL)

Jon Frampton (Glasgow)(EMBO)
Ulrike Fuhrmann (Cologne)(EMBL)
Yves Goldberg (Brussels)(EMBO)
Belinda Hall* (London)(EMBL)
Juan Izpisua-Belmonte (Valencia)(EMBL)
Uwe Janssen-Timmen* (Essen)(DFG/EMBL)
Karla Kovary* (Brazil)(CNPD)
Robert Kypta (Oxford)(EMBL)
Patrick Lemaire* (Paris)(EMBL)
Filip Lim* (Australia)(Humboldt/EMBO)
Thomas Metz (Basel)(EMBL)
Carel Meijers* (Rotterdam)(Sophia Found.)
Carol Murphy* (Galway)(EMBO)
Toru Nakano* (Japan)(Osaka Univ.)
Tetsuro Noguchi* (Marseille)(EMBL)
Catherine Ovitt (USA)(Humboldt)
Armand Renucci (Lyon)(EMBL)
Olivier Revelant* (Paris)(Rhone Poulenc)
Tonnie Rijkers (Utrecht)(EMBL)
Rolf-Peter Ryseck* (Heidelberg)(EMBL/EMBO)
Jan Sap* (Leuven)(EMBL)
Thomas Schimmang (Heidelberg)(DFG)
Susan Smith* (Oxford)(EMBL)
Gisela Sterneck (Munich)(EMBL)
Luisella Toschi* (Milan)(CNR)
Andreas Trumpp* (Freiburg)(EMBL)
Geraldine Twamley* (Cork)(EMBL)
Emin Ulug (USA)(Boehringer Ingelheim Fond)
Christine Vesque* (Paris)(LNFCC)
Visitors

Mari Armelin* (Brazil)
Wolfgang Arnold* (East Berlin)
Christine Disela* (Gottingen)
Franco Gabrielli* (Pisa)
Brigitte Galliot* (Strasbourg)
Hakan Jansson* (Uppsala)
Adriana Maddalena* (Palermo)
Mona Nemani* (Paris)
Alessandra Santoro* (Palermo)
Rita Schmutzler* (Bonn)
Sylvie Schneider-Nannoury* (Paris)
Marta Harumi Sonobe* (Brazil)
Arturo Verrotti* (Milan)
Vincenzo Zappavigna* (Rome)
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Assistants

Cathrin Bloching*
Pat Blundell
Andrew Cartwright
Catherine Chavrier*
Gabi D6derlein
Hildegard Falkenstein
Sigrid Grieser
Angelika Heber
Heather Macdonald-Bravo*
Asa Marknell
Shirley Pease*
Thomas Pohl
Carina Raynoschek*
Doris Sommer
Claudia Winter*
Catherine Woodroofe
Regina Zahn

Biological Structures

Programme coordinators

Stephen Fuller} (Joint coordinators)
Dietrich Suck
Secretary

Christine Barber
Scientists

Belinda Bullard
Thomas Ceska*
John Kenney
Werner KOhlbrandt*
Kevin Leonard*
Peter Metcalf*
Ali Moussavi
Gourpada Pal
Michael Parker
Franc Pattus*
Johan Postma*
Ramon Serrano*
Demetrius Tsernoglou* (Senior scientist)
Paul Tucker*
Rik Wierenga**
David Wild*
Fellows

Raghuvir Arni* (Brazil)(EMBL)
Terje Dokland (Oslo)(NAVF)
Roberto Gaxiola (Mexico)(DAAD)
Ari Huovila (Jyvaskyla)(EMBL)
Denis Jeanteur* (Compiegne)(Ass.des Amis de la Sci.)
Constantin Kavounis* (Thessaloniki)(EMBL)
Armin Lahm (Heidelberg)(EMBL)
Jeremy Lakey (Norwich)(EMBL)
Dominique Massotte (Liege)(EMBL)
Jean-Fran<;ois Menetret* (Paris)(NatI.Serv.)
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Stephane Nauche* (Liege)(EMBL)
Martin Noble (Cambridge)(EMBL)
Stephan Nussberger* (Munich)(EMBL)
Victor Nwosu* (Southampton)(EEC)
Jose Manuel Pardo (Madrid)(EMBO)
Antonio Parets Soler (Valencia)(Span.
Natl.Prog.f.Res. Work. abroad)
Kathryn Pratt* (Harpenden)(EMBL)
Marta Roldan-Medina* (Granada)(EMBO)
Phoebe Stewart* (USA)(Helen Hay Whitney)
David Thomas (Cambridge)(EMBO)
Catherine Venien (Paris)(INSERM)
Anne Volbeda (Groningen)(EMBL)
Da Neng Wang (Stockholm)(EMBL)
Richard Ward (Oxford)(EMBL)
Elisabeth Weber* (Strasbourg)(Humboldt)
Simon Weston (Portsmouth)(EMBL)
Hans-Ulrich Wilmsen (Bochum)(DFG)

Visitors
Marc Adrian* (Lausanne)
Lone Andersen* (Copenhagen)
Dennis Bamford* (Helsinki)
Sylvie Baudet* (Paris)
Helene Benedeni* (Marseille)
Carl-Henrik von Bonsdorff* (Helsinki)
Ana Maria Bravo-Angel* (Strasbourg)
Roger Burnen* (USA)
Stephen Cusack* (EMBL, Grenoble)
Pilar Eraso (Madrid)
Mathias Gautel* (Karlsruhe)
Carlotta Glackin* (USA)
Gotz Hofhaus* (Dusseldorf)
Esmerald Ibarz-Dominguez* (Barcelona)
Stephen Jackman* (USA)
Joel Janin* (Paris)
Cor Kalk* (Groningen)
Siegfried Labeit (Heidelberg)
Ulrike Lang (Heidelberg)
Inigo Larrinoa* (San Sebastian)
Yvonne Mascarenhas* (Sao Paolo)
Brian Monk (New Zealand)
Nicolas Nassar* (EMBL, Grenoble)
Rachel Nechushtai* (Jerusalem)
Greg Petsko* (USA)

Francisco Portillo* (Madrid)
Mary Reedy* (USA)
Julia Reichelt* (Marburg)
David Ritchie* (Glasgow)
Marta Roldan-Medina* (Granada)
Martin Sagermann* (Heidelberg)
Georg Schulz* (Freiburg)
Gil Shoham* (Jerusalem)
Thilo Stehle* (Freiburg)
Gunter Stier (Heidelberg)
Isao Tanaka* (Hokkaido)
Iva Tews* (Heidelberg)
Sandra Thullner* (Heidelberg)
Hanns Weiss* (Dusseldorf)
Marianne Weiss* (Freiburg)

Assistants
Patricia Buck
Anna Cyrklaff
Marek Cyrklaff
Bill Dettmer
Nathalie Didat
Karoline Dorr*
Charles Ferguson
Graham Frost*
Adrian Kingswell*
Anne Lakey
Marieke Lamers*
Consuelo Montesinos
Marie-Pierre Reck
Reinhold RauschO*
Catherine Rice*
Sandra Scianimanico*
Alec Tucker
Anna Wyrwas*
Johan Zeelen*

69

Gene Expression

Programme coordinator

Riccardo Cortese (Sen ior scientist)
Secretary

Heide Seifert
Scientists

Marco Bianchi*
Enzo De Simone
Roberto Di Lauro*
Matthias Hentze**
Angus Lamond*
lain Mattaj*
Paolo Monaci
Alfredo Nicosia
Henk Stunnenberg*
David Tollervey*
Fellows

Rosario Ammendola* (Naples)(Univ.Naples)
Silvia Barabino (Pavia)(EMBL)
Monica Beltrame (Milan)(It.Min.PubI.Educ.)
Ben Blencowe* (London)(EMBL)
Thomas Dandekar (Paris)(Boehringer Ingelheim Fond)
Mario De Felice (Naples)(EEC)
Raffaele De Francesco (Milan)(EMBO)
Guy de Martynoff (Brussels)(lnoGenetics)
Monique Frain* (Paris)(CNRS)
Helen Francis-Lang (York)(EMBL)
Jutta Gerstner* (Heidelberg)(DFG)
Fotini Gounari (London)(EEC)
Jorg Hamm (Berlin)(Boehringer Ingelheim/EMBL)
Hans Johansson* (Stockholm)(EMBL)
Christian Kambach* (Munich)(EMBL)

70

Gabor Lamm* (Edinburgh)(Boehringer)
Renata Lonigro (Camerino)(EEC)
Jueren Lou* (Shanghai)(WHO)
Catherine Mitchelmore (Cambridge)(EMBL)
Gianni Morrone* (Naples)(EEC)
Giovanni Paolella* (Naples)(Humboldt)
Huw Parry (London)(EMBO)
Giulia Piaggio* (Rome)
(lst.Sup.d.Sanita)
Valeria Poli (Turin)(EMBL)
Melanie Price (Leicester)(EMBL)
Dipak Ramji (Leeds)(Roy.Soc.)
Veronique Ribes (Paris)(EEC)
lain Russel* (Edinburgh)(EMBL)
Pilar Santisteban* (Madrid)(EMBO)
Menno Sasker* (Groningen)(DAAD)
Daniel Scherly (Geneva)(EMBO)
Kenneth Simmen (Edinburgh)(EMBO)
Alison Sinclair* (London)(EMBL)
Licia Tomei (Naples)(EEC)
Pierre Vankan (Basel)(EMBO)
Maria del Mar Vivanco-Ruiz (Bilbao)(EMBL)
Jan Vos (Wageningen)(EMBL)
Visitors

Jorg Adamczewski* (Berlin)
Wilbert Boelens* (Nijmegen)
Grazia Bottaro* (Messina)
Christoph Brunner* (Heidelberg)
Eric Carlemalm* (Basel)
Silvia Cerenghini* (Paris)
Donato Civitareale* (Rome)
Francesco Curcio* (Udine)
Giuseppe Damante* (Catania)
Sonia Doi* (USA)
Paola Fiorentini* (Genova)
Patricia Fuschiotti* (Perugia)
Fiona Green* (London)
Stefania Guazzi* (Torino)
Gabrielle Haider* (Salzburg)
Sara Ingrassia* (Brescia)
Anneke Koster* (Amsterdam)
Domenico Lazzaro* (Rome)
Francesco Mancini* (Naples)
Maurizio Nuzzo (Naples)

Kostas Pantopoulos* (Thessaloniki)
Giacomo Paonessa* (Rome)
Leslie Ritchie* (Glasgow)
Elisabetta Sporeno* (Rome)
Ingrid Sulston* (Leeds)
Kurt de Swaaf* (Heidelberg)
Rosalba Tafi* (Rome)
Martin Verbeet* (Amsterdam)

Assistants
Carolyn Blance
Nina Dathan
Luisa De Magistris
Britta Goossen*
Peter Hirschmann
David Kirk*
Hanna Lehtonen*
Ulrike Martin*
Joachim Mestermann<>
Caroline McGuigan*
Michele Pischetola*
Maria Polycarpou-Schwartz*
Ursula Ryder
Jacky Schmitt
Mary-Jo Sibbald*
Susanne Stampfli
Petra Stevenson
Stacy Wiedenmann*

Physical Instrumentation

Secretary
Julia Pickles*
Rachel Wainwright*

Scientists, Engineers
Thomas Bastian*
Christian Boulin* (Senior Scientist)
Elisabeth Cistac*
Avi Epstein
Max Haider*
Arthur Jones* (Senior Scientist)
Philippe Leyendecker
Ernst Stelzer*
Clemens Storz
Willem Tichelaar

Visitors
Michael Beer* (USA)
Bernd Bohrmann* (Basel)
Marie-Helene Bre* (Gif-sur-Yvette)
Eric Carlemalm* (Basel)
Annette Draeger* (Salzburg)
Ari Kuusisto* (Turku)
Stefan Lanio* (Munich)
Rene Muller (Heidelberg)
Shlomo Trachtenberg* (Jerusalem)
Bruno Velten* (Mulhouse)
Trijntje Wichertjes* (Groningen)
Arthur Wunderlich* (Munich)

Assistants
Pekka Hanninen
Jahanshah Khazaie
71

Robert Morrison
Rainer Pick
Georg Schafer
Reinhold Stricker

Biochemical Instrumentation

Electronic workshop
Carol Stettner
Bruno D'Orazio
Alfons Riedinger
Georg Ritter
Eugen Schwan
Kurt Stroh
Siegfried Winkler
Visitor
Goetz von Escher* (ZOrich)
Arie Ruzin* (Haifa)
Mechanical workshop
Hans Flosser
Antonis Beloubassis*
Thomas Blum
Leo Burger
Philip Goodman
Gaetano Landomini
Helmuth Schaar
Otto Wernz
Wolfgang Zengerling
Instrumentation maintenance
Peter Collins
Norbert Hassler
Yves Sorensen
Abdullah Sulayici
Construction bureau
Michael Bleimling
Hans Wittmann

72

Scientists, Engineers
Wilhelm Ansorge* ("Senior Scientist")
Babro Beijer
Holger Erfle
Rainer Frank*
Heinrich Gausepohl
Adolfo Iribarren
Rainer Pepperkok
Christian Schwager
Brian Sproat*
Josef Stegemann
Hartmut VoB
JOrgen Zimmermann*
Fellows
Keith Ashman* (Aberstwyth)(EMBL)
Uwe Pieles* (G6ttingen)(EMBL)
Jochen Wallach (Heidelberg)(EMBL)
Visitors
Michael Becker* (Heidelberg)
Peter Berger* (Innsbruck)
Andrew Civitello* (USA)
Gianluca De Bellis* (Milan)
Armelle Degeorge* (Paris)
Nicolas Doering* (Heidelberg)
Giulia Donadel* (Pisa)
Bernd Dworniczak* (MOnster)
Fritz Eckstein* (Gottingen)
Evelyne Friederich* (Paris)
Marie Pierre Gaub* (Strasbourg)
Stefan Herr* (Heidelberg)
Regina Holzhauser* (Langenfeld)
Wilhelm Just* (Heidelberg)
Leonhard Kittler* (Jena)

Tom Kristensen* (Oslo)
Marco Mantovanelli* (Heidelberg)
Peter Mombaerts* (Cambridge)
Andrew Smith* (Cambridge)
Klaus Stucky* (Kaiserslautern)
Robert Ventzki* (Heidelberg)
Guido Volckaert* (Leuven)
David Williams* (Gottingen)
Assistants

Arm in Bosserhoff
Otto Braunling
Edward Davey
Margot Kraft
Philippe Neuner
Peter Rider*
Graham Smith*
Susan Weston

Biocomputing

Programme coordinator

Chris Sander (Senior scientist)
Secretaries

Amanda Lennon*
Faith Duhaney*
Edda Follmer-Hausle*
Christine Raulfs
Scientists, Engineers

Pat Argos*
Timothy Black*
Richard Bryan **
Graham Cameron*
Dominic Fedronic
Rainer Fuchs*
David Hazledine
Patrick Herde
Jaap Heringa
Patricia Kahno
Arthur Lesk*
Roy Omond*
Annalisa Pastore
Johan Postma*
Peter Rice
Peter Stoehr
Gunter StoBer*
Anna Tramontano
Fellows

Domenico Bordo (Rome)(EMBO)
Toby Gibson (Cambridge)(SERC)
Danielle Konings* (Utrecht)(Roy. Dutch
Acad.of Sciences)
Susan Miller* (London)(EMBL)

73

Christos Ouzounis* (York)(EMBL)
Peter Sibbald* (Canada)(Humboldt)
Pieter Stouten* (Utrecht)(EMBL)
Alfonso Valencia* (Madrid)(EMBO)
Martin Vingron (Vienna)(EMBL)
Jakob de Vlieg* (Groningen)(EMBL)

Visitors
Jesper Aamand* (London)
Amos Bairoch (Geneva)
Werner Braun* (ZOrich)
Steve Emery* (Braunschweig)
Cornelius Frommel* (East-Berlin)
Rosanna Fusco* (Rome)
Simon Gyorgy* (Godollo)
Arndt van Haeseler* (Bielefeld)
Efstratios Hatzistefanis* (London)
Uwe Hobohm* (Bremen)
Liisa Holm* (Espoo)
John Juschka* (Heidelberg)
Minoru Kanehisa* (Kyoto)
James Milner-White* (Glasgow)
Henriette Molinari* (Milan)
Marcos Piani* (Brazil)
Benjamin Piiia* (Marburg)
Peter Stern* (Rehovot)
Coby Vergeer* (Delft)
Gert Vriend (Groningen)

Assistants
Hanid Reza Abbasi*
Brigitte Altenberg-Greulicho
Rolf Apweiler<>*
Marion Becko
Brigitte Boeckmann
Lucy Bowden*
Colin Byrne*
Charoula Christodoulouo
Anastasia Daskarolis<>*
David Emmert*
Lucy Gill*
Isolde Keck*
Michael Lieser<>*
Gabriele Link*

74

Barbel Meissnero
David Michalovich*
Catherine Rice<>*
Katie Robson*
Bernd Rochert
Mathias Rose*
Rudiger Rothfuchs<>*
Michael Scharf*
Erich Schechinger
Reinhard Schneider*
Raimund Schnabel
Monika Schrimpf*
Martin Schulte<>*
Sven-Uwe Sieler-Hornke*
Michaela Sommerfeldt
Chariklia Tsindikidou<>*
Georg Tuparev*
Gerhard Vogt*
Wolfgang Winkler
Karin Zojer<>

The Director's Laboratory

Scientific Administration

Scientists

Scientific coordinator

Lennart Philipson
Vincenzo Sorrentino
Fellows
Claudia Cicala (Messina)(lst. di Sanita, Rome)
Carmela Ciccarelli* (Rome)(Univ.Rome)
Bengt Kallin (Stockholm)(Swed.Cancer Soc.)
Rainer de Martin* (Vienna)(EMBO)
Visitors
Eliana Coccia* (Rome)
Jane Hassan* (Rome)
Assistants
Alexandra Charlesworth*
Claudia Winter*

John Toozeo
Szilard Library
Mary Holmes
Jane List*
Ingeborg Martin*
Photography and Drawing Office
Bill Mairs
Yves Cully*
Clemens Hladek*
Raimund Muller*
Silvia Pfliegensd6rfer*
Petra Riedinger
Alan Summerfield
Arnim Weischer

75

Administration

Supernumeraries
Peter Cafferty*
Julius Dubell<>*Roland Friedl<>
Andreas Kinzig<>*Peter KrOger<>*Markus Leopold<>*Wolfgang Menrath<>*Andre MOller-Lucanus<>*Stephen O'Brien<>
Antonio Quintana Pardo<>
Carlos Verdera-Chico<>

FINANCE:
Budget
Zuri Mahfood

Bookkeeping
Albert StegmOller

Administrative Director
Jean-Fran90is Beerblock

Meetings secretariat
Frieda Leenart
Christina Kjar

Building and remodelling
Ernst Heinmoller
Dagmar Weith<>*-

Building maintenance
Udo Kirsch*
Kurt Kirsch*
Helmut Kollenz
Willi Riedle*

76

Daniela Becker
Agnes Bosshard
Johann Brandalik*
Norbert Heger*

Supernumerary
Petra Manser-Schmidt

Trainee
Patricia Dafflon* (DAAD)

Inventory & Price control
Juoko Leinonen*
Torben Poulsen*
Wolfgang Rather
Maria Varela

Purchase
Christian Moritz*
Torben Poulsen*
Simon Shepherd*
Gerlinde Stricker

Course and Workshop Secretary

Stores

Sean Bourke*
Hans Herzog
Ingo Liedtke

PERSONNEL AND GENERAL SERVICES
Konrad MOiler
Carla Jenal-EppingerO
Maryka Kimmins
Bettina Russ*
Petra Seethaler
Werner Sester*
Murielle Victouron
Trainee

Sibylle Hofmeyer<>*
Telephonists

Patricia Appleton<>*
Ulla Friederich<>*
Rita Gutfleischo
Central Secretariat

Marianne Remyo
Isabelle Fraignaud
Helen Fry
Niamh Hiney*
Trainees

Wendy Barker* (Wolverhampton)(DAAD)
Alexandra Bartenbach* (Heidelberg)(Univ.Heidelberg)
Karin Joris* (Leuven)(EMBL)
Samantha Watson* (Wolverhampton)(DAAD)
Secretary for predoctoral
fellowship programme

Maria Ittensohn

Ingeborg Fatscher*
Guesthouse caretaker

Egon Heer
Guesthouse & ISG (Supernumeraries)

Sonia Aliaga<>*
Lau ra Beckero
Silvana DreBen<>*
Renate Fissler<>*
Karl-Heinz Fleckensteino
Magda Golias<>*
Helga Grabarek<>*
Claire Hacker<>*
Helga Heinzmann<>*
Ines H6nicke<>*
Elke Ittensohn<>*
Bettina Kuhno
Minna Laitinen<>*
Susanne Pleines<>*
GOnter Rohrmann<>*
Sylvia Rothermel<>*
Inge Schuhmachero
Elisabeth Stang<>*
Judith Steger<>*
Martina Striebeck<>*
Rosemarie Thome<>*
Kathe WayerO
Ursula Witte<>*
Supervisors of EMBL children at international school
(Supernumeraries)

Rosalind Barrett-Lennard<>*
Barbara Webero
Nursery (Supernumeraries)

Carole Ashley<>*
Michaela Braus<>*
lise Engelmanno
Susanne Flossero
Birgit Griebl<>*
Waltraud Kempny<>*
Heike MaaBo

77

Security Service (Supernumeraries)

Hans Riemanno
Siegfried Bernhardt<>*
Anton Dick<>*
Gerhard Fertig<>*
JOrgen Jahnkeo
Alex Janseno
Fritz Kloseo
Heinz Lammel<>*
York Lechtenberger<>*
Friedheim Oertl*
Helmut Rudolf<>*
Wolfgang Sanger<>*
Rolf Schadeo
Raimund Schink<>*
Edwin Seibel<>*
Thomas Winkler<>*
Karl Zipp<>*
Werner Zippo
Klaus Zuffinger<>*
Canteen (Supernumeraries)

Klaus Hoffmann
Klaus Fleckenstein*
Ralf Teufel*
Anna Hofmanno
Roswitha Hoffmanno
Waltraut Karl<>*
Claudia Krauso
Erika Leistner
Frieda LeyerO
Irmhild LichtO
Eva Link
Eva Lintz<>*
Berta Maier<>*
Claudia Michaeliso
Margot Rohrmann<>*
Reinhard Schummo
Anne Siebert°
Achim Weil<>*
Karin Wetterauer
78

Biological safety officer and Laboratory steward

Willi Siller
Klaus Hoppner
- student laboratory
Martha Friedmanno
Roberto Alcaide Ramon*
Elsa Schmidt
- media kitchen
Cathrin Bloching*
Britta Ernst*
Monika Fleckenstein
Annette Gerlinger
Regina Goller*
Isolde Langle*
- animal house
Roland Balz<>*
Jorg Bensemann*
Thomas Engelmann
Jutta Geier
Monika Hillesheim
Mark Hodson*
Alex Klug*
Ludwig Merkel*
Shirley Pease*
Helmut Schmitt
David Stoddart
Cleaning service (Supernumeraries)

Diana Arndt<>*
Renate Barth<>*
Zita Beckero
Ingrid Bendero
Hedwig HegerO
Katherine Hehl<>*
lise HObnero
Inge KosslerO
Gertrud Leberero
Haline Maron<>*
Helga Merx<>*Licia Muscoo
Magdalena Parmentier<>*

Manuela Reiso
Monika ReisO*Klara SchmittO
Hilde Schuhmachero
Hilda Schuhmacher-LangO*Renate Sommero
Lore Thomeo
Josefine VogelO

Outstation at DESY, Hamburg

Erich Honig

Programme coordinator

Driver

Supernumeraries
Rudolf BraunO*Ernst Schneider<>*
Oliver Schuckert<>*
Werner WeingandO
Gardener
Manfred Weingand

Keith Wilson (Senior scientist)
Secretaries
Margret Fischer*
Gaby Jansen
Scientists
Christian Betzel
Michael Bohm
Zbigniew Dauter
Konrad GOthO
Jules Hendrix*
Christoph Hermes
Michel Koch* (Senior scientist)
Yuichiro Maeda
Greg Nicolae
Hans-Friedrich Nolting
Kyriacos Petratos
Zehra Sayers
Constantin Vorgias*
Fellows
Gwyndaf Evans* (Warwick){EMBL)
Silke Klupsch (Hamburg){EMBL)
Gudrun Lange* (Hamburg){Stift.Stip.Fond.)
Paul Loeffen* (Warwick){EMBL)
Sabine Pfeffer* (East Berlin){FEBS)
Gert Rapp* (Heidelberg){EMBL)
Pilar Sicre (Madrid){EMBL)
Alexander Stewart (Oxford){EMBL)

79

Students & Trainees
Constantin Odefey* (Hamburg)
Gerlind Papendorf* (Hamburg)
Michael Richardson* (Liverpool)
Thomas ThOne (Hamburg)
Technicians and engineers
Peter Bendall
Patricia Brouillon*
Miroslava Dauter
Adrian Kingswell*
Arno Lentfer
Sandra McLaughlin
Jaap Pijpelink*
Bernd Robrahn
Howard Terry
Mechanical workshop
Thomas Gehrmann
Robert Klaring
Mogens Kretzschmer
Viktor Renkwitz
Driver and Caretaker
Detlef Hopp
Supernumeraries
Eric Darrington
Petra Holst<>*"
Herma IgnatzO
Margareta Ingelmann
Andrea Miegel
Blanka Sausnero
Klaus Trankner<>*"
Short-term visiting workers
M. Agbandje (USA)
S. Alma (USA)
I. Andersson (Uppsala)
A. Arner (Lund)

80

E. Arutyunyan (Moscow)
C.C. Ashley (Oxford)
A. Athanasiadis (Crete)
U. Bacher (Martinsried)
S. Bachmeyer (Martinsried)
M.A. Bagni (Florence)
K. Bartels (MPG Hamburg)
H.H. Bartsch (MPG Hamburg)
H.D. Bartunik (MPG Hamburg)
U. Baumann (Martinsried)
G. Baumeister (EMBL, Grenoble)
V. Beecken (MPG Hamburg)
W. Bennett (Berlin)
J. Bibler (USA)
A. Bigi (Bologna)
J. Biernat (MPG Hamburg)
W. Bode (Martinsried)
M. Boeglin (Strasbourg)
K. v. Bohlen (MPG Hamburg)
M. Bolognesi (Pavia)
L. Brady (York)
K. Brandenburg (Borstel)
B. Brenner (Ulm)
S. Buchanan (Frankfurt)
G. BOldt (Berlin)
G. Cecchi (Florence)
E. Cedergren (Lund)
M. Chapman (USA)
C. Collyer (London)
F. Cordes (MPG Hamburg)
S. Curry (EMBL, Grenoble)
S. Cusack (EMBL, Grenoble)
N.A. Dencher (Berlin)
M. Donatz (ZOrich)
J. Drenth (Groningen)
M. DOrring (Martinsried)
U. Evers (MPG Hamburg)
G. Ewald (Frankfurt)
G. Farber (USA)
M. Feiters (Nijmegen)
J. Finch (Cambridge)
I. Fita (Barcelona)
J. Fitter (MPG Hamburg)
R. Fletterich (USA)
W. Folkhard (Heidelberg)
M. Fotherfill (Uppsala)

G. Fritsch (Frankfurt)
W. Geercken (Heidelberg)
L. Gemerodt (Frankfurt)
C. Gimojic (Pavia)
T. Glumoff (ZOrich)
C. Grahl (MPG Hamburg)
J. Granzin (Berlin)
P.J. Griffiths (Oxford)
A. Hadfield (USA)
H. Hansen (MPG Hamburg)
S. Harrison (USA)
B. Haves (Groningen)
R. Hansel (Martinsried)
K.Hechler (Frankfurt)
H.J. Hecht (Braunschweig)
D. Heese (Marburg)
L.H. van der Heijdt (Utrecht)
S. Heins (MPG Hamburg)
G. Hester (ZOrich)
T. Hildebrandt (Stuttgart)
R. Hilgenfeld (Frankfurt)
W. Hinrichts (Berlin)
P. Holden (York)
S. Hovmoller (Stockholm)
L. Howell (Paris)
Q. Huang (Peking)
G. HObner (Halle)
F. HOttig (Martinsried)
E. Huizinga (Groningen)
M. Ingelman (Uppsala)
T. Isard (Basel)
L. Jacob (MPG Hamburg)
C. Jacquet (Bochum)
J. Jager (Basel)
H. Jagla (MPG Hamburg)
Y. Jones (Oxford)
W. Kabsch (Heidelberg)
J. Kallen (Basel)
J.S. Kim (Berlin)
M. Kjeldgaard (Aarhus)
C. Klein (Freiburg)
E. Klop (Utrecht)
E. Knorzer (Heidelberg)
M. Kockerling (MOnster)
I. Kolin (MPG Hamburg)
S. Konig (Halle)

J. Kopeke (Frankfurt)
T. Kraft (Ulm)
M. Kriechbaum (Graz)
S. Krishnaswamy (Strasbourg)
R. Ladenstein (Martinsried)
P. Laggner (Graz)
A. Lahm (EMBL, Heidelberg)
G. Larsson (Lund)
A. Leslie (Cambridge)
B. Lichtenberg (MPG Hamburg)
R. Liddington (USA)
J. Littlechild (Bristol)
S. Lorenz (Berlin)
J. Lowy (Oxford)
R. Lutter (Cambridge)
E. Mandelkow (MPG Hamburg)
E.M. Mandelkow (MPG Hamburg)
A. Marx (MPG Hamburg)
A. Mattevi (Groningen)
P. Maurer (SaarbrOcken)
R. McKenna (USA)
P. McLaughlin (Cambridge)
H. Michel (Frankfurt)
A. Mitchler (Strasbourg)
D. Moras (Strasbourg)
E. Mosler (Heidelberg)
N. Nassar (EMBL, Grenoble)
J. Newman (Uppsala)
P. Nielsen (Copenhagen)
M.K. Nilson (Aarhus)
V. Nwosu (EMBL, Heidelberg)
P.O. Nyman (Lund)
H. Obermann (MPG Hamburg)
T.J. Oldfield (York)
F. Oosawa (Japan)
E. Pai (Heidelberg)
G. Papanikolaou (Crete)
M. Parker (EMBL, Heidelberg)
H. Patel (MPG Hamburg)
R. Pauptit (Basel)
G. Pelosi (Pavia)
G. Petsko (USA)
R. F. Pettifer (Warwick)
G. PflOgel (Basel)
K. Piontek (ZOrich)
J. Pless (MPG Hamburg)
81

K. Poole (Heidelberg)
D. Popp (Heidelberg)
A. Potcerman (Strasbourg)
L. Prasad (Canada)
S. Priggemeyer (MOnster)
J.W. Quail (Canada)
M. Rappolt (MPG Hamburg)
T. Richmond (ZOrich)
K. Ritzert (Martinsried)
H.K. Rohm (Marburg)
E. Rokita (Cracow)
A. Rompel (MOnster)
H. Rozeboom (Groningen)
M. Ruff (Strasbourg)
S. Rupp (MPG Hamburg)
D. Sargent (ZOrich)
A. Sawaryn (LObeck)
T. Schirmer (Basel)
G. Schlauderer (Freiburg)
I. Schlichting (Heidelberg)
E. Schonbrunn-Hanebeck (MPG Hamburg)
S. Schrieber (MPG Hamburg)
L. Siecker (USA)
I. Sinning (Frankfurt)
T. Sixma (Groningen)
T. Smale (Groningen)
S. Smerdon (York)
J.D. Smit (ZOrich)
G. S6mjen (Rehovot)
Y.-H. Song (MPG Hamburg)
T. Stehle (Freiburg)
P. Steine (Cambridge)
B. Steiner (MPG Hamburg)
P. Stilz (Frankfurt)
B. Stoddard (USA)
D. Stuart (Oxford)
D. Suck (EMBL Heidelberg)
C. Sudfeldt (MOnster)
L. Summers (MPG Hamburg)
J. Tame (Cambridge)
P. Tang (Aarhus)
A. Teplyakov (Moscow)
J.-C. Thierry (Strasbourg)
S. Thirup (Aarhus)
M. Thunnissen (Groningen)
R. Todd (Cambridge)

82

J. Torma (Barcelona)

D. Tsernoglou (EMBL, Heidelberg)
A. Tucker (EMBL, Heidelberg)
J. Turkenberg (York)
U. Uhlin (Uppsala)
M. Vandonselaar (Canada)
B. Vasel (Braunschweig)
G. Veld ink (Utrecht)
N. Volkmann (MPG Hamburg)
H. Vollert (MPG Hamburg)
T. Wacker (Freiburg)
M. Walkinshaw (Basel)
J. Wang (USA)
E. Wartna (Groningen)
G. Weber (MPG Hamburg)
A. Wegner (Bochum)
M. WeiB (Freiburg)
S. Weston (EMBL, Heidelberg)
T. Wilkinson (York)
H. Wille (MPG Hamburg)
P. Willingman (USA)
H. Winkler (Lubeck)
I. Witt (Berlin)
H.T. Witt (Berlin)
A. Wolwede (EMBL, Heidelberg)
G. Wortmann (Berlin)
J. Wray (Heidelberg)
D. Wrigley (Leicester)
A. Yonath (MPG Hamburg)
L. Yu (USA)
K. Zemke (Berlin)

Outstation at ILL, Grenoble

Valerie Biou* (Paris)(EMBO)
Wim Burmeister* (Hamburg)(EMBL)
Christine Chatellard (Clermont Ferrand)(EMBL)
Stephen Curry* (London)(EMBL)
Werner Kremer (Gottingen)(DFG)
Nicolas Nassar (Grenoble)(Univ.Grenoble)
Mikha'il Pavlov* (Pushchino)(EMBO)
Thomas Thune* (Hamburg)(EMBL)
Students & Trainees

Programme coordinators
Bernard Jacrot* (Senior scientist)
Stephen Cusack*
Administrative assistant
Jeanne Bukowska-van Tol<>
Secretaries
Erica Heyl-Zeyen<>*"
Maury Simms<>*"
Trainee
Veronica Gomez* (Heidelberg)
Scientists
Carmen Berthet
Jean-Marie Bois
Jadwiga Chroboczek*
Stephen Cusack*
Masao Fujinaga*
Andre Gabriel
Michael Hartlein
Jorg Langowski
Reuben Leberman
Robert Ruig rok
Clive Wilkinson*
Fellows
Jocelyne Anselme (Grenoble)(Univ.Grenoble)
Corinne Albiges-Rizo (Grenoble)(Univ.Grenoble)

Ademarlaudo Barbosa* (Rio de Janeiro)
Bertrand Aigle* (Nancy)
Franck Borel (Lyon)
July-Ann Gavigan (Collinstown)
Ursula GieBen* (Hannover)
Anne-Marie Hewison (Wolverhampton)
Anne Lieuvin* (Rouen)
Veronique Lorelli* (Grenoble)
Marie-Helene Marone (Grenoble)
Jean-Pierre Quivy (Grenoble)
Franc;ois Thibault (Grenoble)
Assistants
Annie Barge
Frank Bieber
Franc;ois Dauvergne
Marie-Therese Dauvergne
Sonia Dayan
Mario Lentini
Dominique Madern
Claude Manson
Beatrice Millet-Cortolezzis
Steven Price*
Monique Romero
Joseph Sedita
Annie Simon
Medical service
Dorte Lehmann<>
Long-term visitor
Martine Cuillel (Grenoble)(INSERM)

83

Short-term visitors
D. Blow (London)
G. Buisson (Grenoble)
D. Chanzy (St. Martin d'Heres)
N. Gillis (USA)
L. Wade (Grenoble)
S. Wakatsuki (USA)
T. Zemb (Gif-sur-Yvette)

84

Scientific Advisory Committee

The Laboratory Council

Piet Borst (Amsterdam)( Chairman)
Carl Branden (Uppsala)
Gerard Bricogne (Orsay)
C. Cantor (New York)
Dieter Gallwitz (Marburg)
W.J. Gehring (Basel)
Fotis Kafatos (Crete)
Harvey Lodish (USA)
Staffan Mag nusson (Aarhus)
P. Nurse (Oxford)
D. Oesterhelt (Martinsried)
Joan Steitz (USA)
Glauco Tocchini-Valentini (Rome)
Nigel Unwin (Cambridge)
Mike Waterfield (London)

Chairman

Prof. J. Drenth
(Netherlands)

Vice-Chairmen

Prof. H. Prydz
(Norvvay)
Prof. C. Saccone
(Italy)

Chairman of the
Finance Committee

B. Sode-Mogensen
(Denmark)

Vice-Chairman of the
Finance Committee

L. Erard
(Switzerland)

85

Delegates and Advisers
Austria

O. Meixner
E. Wintersberger

Denmark

O. Noren
B. Sode-Mogensen

Finland

K. Kivirikko
M. Niemi
M.-J. Tolonen

France

P. Druet
A. Grassin
J. Hanoune
I. Royer
J. Weil

Federal Republic
of Germany

G. Grosspietsch
A. Hansen
J. Reifarth

Greece

A. Evangelopoulos
G. Maniatis

Israel

Y. Degani

Italy

W.Alles
V. Barilla
M. Melli
C. Saccone

Netherlands

J. Drenth
M. Vintges

Norway

A. Andersen
H. Prydz

Spain

E. Montoya
J. Ortfn Monton

Sweden

8. Daneholt
J.E. Gustavsson
C. Kurland

Switzerland

L. Erard
B. Hirt
E. Jarolim

United Kingdom

J. Alwen
B. Dodd
N. Morris
G. Warren

86

Observers
EMBO

J. Tooze

Auditors
(Austria)

M. Englert
W. Heindl
W. Stichler

Publications by Members of
the Laboratory - 1989
A
Adman, E.T., Turley,S., Bramson, R., Petratos, K., Banner, D.W., Tsernoglou, D. Beppu, T. & Watanabe H. (1989).
A 2.0 A structure of the blue copper protein (Cupredoxin)
from Alcaligenes faecalis S-6. J. BioI. Chem., 264, 87-99

Arst, H.N. Jr., Tollervey, D. & Caddick, M.X. (1989). A
translocation associated, loss-of-function mutation in the
nitrogen metabolite repression regulatory gene of Aspergillus nidulans can revert intracistronically. Mol. Gen.
Genet, 215,364-367
Ashley, C.C., Bagni, A., Cecchi, G., Griffiths, P.J. & Maeda,
Y. (1989). Time-resolved x-ray diffraction studies on intact

single muscle fibres of Rana temporaria. J.Physiol., 418,
58P

Almendral, J.M., Santaren, J.F., Perera, J., Zerial, M. &
Bravo, R. (1989). Expression, cloning and cDNA sequence
of a fibroblast serum-regulated gene encoding a putative
actin-associated protein (p27). Exp. Cell Res., 181, 518530

Ashman, K., Matthews, N. & Frank, R.W. (1989). Chemical
synthesis, expression and product assessment of a gene
coding for biologically active human tumour necrosis factor
a. Prot. Engineering, 2, 387-391

Anselme, J. & Hi:irtlein, M (1989). Asparaginyl-tRNA synthetase from Escherichia coli has significant sequence
homologies with yeast aspartyl-tRNA synthetase. Gene,
84, 481-485

B

Ansorge, W., Voss, H., Wirkner, U., Schwager, C., Stegemann, J., Pepperkok, R., Zimmermann, J. & Ertle, H.
(1989). Automated Sanger DNA sequencing with one label
in less that four lanes on gel. J. Biochem. Biophys. Meth.,
20, 47-52
Antony, C. & Capdeville, Y. (1989). Uneven distribution of
surface antigens during antigenic variation in Paramecium
primaurelia. J. Cell Sci., 92, 205-215
Argos, P. (1989). A possible homology between immunodeficieny virus p24 core protein and picornaviral VP2 coat
protein: prediction of HIV p24 antigenic sites. EMBO J., 8,
779-785

Bacallao, R. & Stelzer, E.H.K. (1989). Preservation of
biological specimens for observation in a confocal fluorescence microscope and operational principles of confocal
fluorescence microscopy. In Methods in Cell Biology, 31,
437-452
Bacallao, R., Antony, C., Dotti, C., Karsenti, E., Stelzer,
E.H.K. & Simons, K. (1989). The subcellular organization
of Madin-Darby canine kidney cells during the formation of a polarized epithelium. J. Cell BioI., 109, 28172832
Bacallao, R., Bomsel, M., Stelzer, E.H.K. & De Mey, J.
(1989). Guiding principles of specimen preservation for
confocal fluorescence microscopy. In The Handbook of Biological Confocal Microscopy: ed. Pawley, J.; IMR Press,
University of Wisconsin, pp. 181-187
Banting, G., Brake, B., Braghetta, P., Luzio, J.P. & Stanley,
K.K. (1989). Intracellular targeting signals of polymeric

Argos, P. (1989). Predictions of protein structure from gene
and amino-acid sequences. In Protein Structure: A Practial
Approach: ed. Creighton, T.E.; IRL Press, Oxford, pp.
169-190

immunoglobulin receptors are highly conserved between
species. FEBS Lett., 254, 177-183

Argos, P. (1989). Preferred residue interaction in protein
subunit and domain interfaces. In Methods in Protein
Sequence Analysis: ed. Wittmann-Liebold, B.; Springer
Verlag, Berlin, pp. 370-378

Barabino, S., Sproat, B.S., Ryder, U., Blencowe, B.J.
& Lamond, A.1. (1989). Mapping U2 snRNP: pre-mRNA
interactions using biotinylated oligonucleotides made of
2'-OMe RNA. EMBO J., 8, 4171-4178
87

Barbosa, A.F., Gabriel, A. & Craievich, A. (1989). An
x-ray gas position-sensitive detector - construction and
characterization. Rev. Sci. Instruments, 60, 2315-2317

Bomsel, M., Prydz, K., Parton, R.G., Gruenberg, J. & Simons, K. (1989). Endocytosis in filter-grown Madin-Darby
canine kidney cells. J. Cell BioI., 109, 3243-3258

Baumann, G., Frommel, C. & Sander, C. (1989). Polarity
as a criterion in protein design. Prot. Engineering, 2,329334

Bonatti, S., Migliaccio, G. & Simons, K. (1989). Palmitylation of viral membrane glycoproteins takes place after
exit from the endoplasmic reticulum. J. BioI. Chern., 264,
12590-12595

Beisiegel, U., Weber, W., Ihrke, G., Herz, J. & Stanley,
K.K. (1989). The LOL receptor related protein (LRP) is an
apo E binding protein. Nature, 341, 162-164
Bennet, M.K., Wandinger-Ness, A., de Curtis, I., Antony,
C., Simons, K & Kartenbeck, J. (1989). Perforated cells for
studying intracellular membrane transport. Methods in Cell
Biology, 31, 103-126
Berlingieri, M.T., Musti, A.M., Avvedimento, V.E., Oi Lauro,
R., Oi Fiore, P.P. & Fusco, A. (1989). The block of
thyroglobulin synthesis, which occurs upon transformation of rat thyroid epithelial cells, is at the transcriptional level and it is associated with methylation of the
5' flanking region of the gene. Exp. Cell Res., 183, 277283
Beug, H. & Graf, T. (1989). Cooperation between viral
oncogenes in avian erythroid and myeloid leukemia. Eur.
J. Clin. Invest., 19, 491-502
Bewersdorft, H.W., Oohmann, J., Langowski, J., Lindner,
P., Maack, A., OberthOr, R. & Thiel, H. (1989). SANS- and
LS- studies on drag-reducing surfactant solutions. Physica
B, 156, 508-511
Bianchi, M.E., Beltrame, M. & Paonessa, G. (1989). Specific recognition of cruciform DNA by nuclear protein
HMG1. Science, 243, 1056-1059
Blencowe, B.J., Sproat, B.S., Ryder, U., Barabino, S. & Lamond, A.1. (1989). Antisense probing of the human U4/U6
snRNP with biotinylated 2'-OMe RNA oligonucleotides.
Cell, 59, 531-539
Bohmann, D. & Tjian, R. (1989). Biochemical analysis of
transcriptional activation by Jun: differential activity of cand v-jun. Cell, 59, 709-717
88

Bond, H., Monaco, L., Cortese, R. & Howell, K. (1989). An
ApoA1-protein. A hybrid used for the study of HDL receptor
binding and endocytosis. In Cholesterol Transport Systems
and Their Relation to Atherosclerosis: ed. Steinmetz, A,
Kaffarnik, H & Schneider, J; Springer Verlag, Berlin, pp.
92-99
Bond, H., Monaco, L., Cortese, R. & Howell, K. (1989).
Receptor-mediated endocytosis of high density lipoprotein
studied using a recombinant hybrid protein which contains
ApoA1. In Atherosclerosis VII': ed. Crepaldi, G., Gotto, A.
M., & Manzato, E.; Elsevier, Amsterdam, pp. 249-254
Bosserhoff, A., Wallach, W. & Frank, R. W. (1989). Micropreparative separation of peptides derived from sodium
dodecyl sulphate solubilized proteins. J. Chromatography,
473, 71-77
Bottago, G., Pernice, I., Luzzago, A., Castagnoli, L. &
Cesareni, G. (1989). A strategy to optimize translation
initiation in recombinant messenger-RNA - application to
the rop gene. DNA, 8, 369-375
Boulin, C., BOldt, G., Dauvergne, F., Gabriel, A., Goerigk,

G. Munk, G.B. & Stuhrmann, H.B. (1989). Anomalous

scattering in membrane studies. In Synchrotron Radiation
in Structure Biology: eds. Sweet, R.M. & Woodhead, A.D.;
Plenum, New York, pp. 83-92

Brandli, A.W. & Simons, K. (1989). A restricted set of apical
proteins recycle through the trans-Golgi network in MOCK
cells. EMBO J., 8, 3207-3213
BrOmmendorf, T., Wolff, J.M., Frank, R. & Rathien F.G.
(1989). Neural cell recognition molecule F11: homology
with fibronectin Type III and immunoglobulin type C domains. Neuron, 2, 1351-1361

Bryan, R.K. (1989). Maximum entropy calculations in crystallography. In Improving Protein Phases, CCP4 Study
Weekend, Feb. 1988: eds. Bailey, S., Dodson, E. &
Phillips, S.; SERC Daresbury Laboratory, pp. 107-112
Bryan, R.K. (1989). Maximum entropy in crystallography.
In Maximum Entropy and Bayesian Methods: ed. Skilling,
J.; Kluwer Academic, Dordrecht: pp. 213-224
Bulow, R., Griffiths, G., Webster, P., Stierhof, Y-D., Opperdoes, F.R. & Overath, P. (1989). Intracellular localization
of the glycosyl-phosphatidylinositol-specific phospholipase
C of Trypanosoma brucei. J. Cell Sci., 93, 233-240
Bussian, B. & Sander, C. (1989). How to determine protein
secondary structure in solution by Raman spectroscopy:
Practical guide and test case DNAse I. Biochemistry, 28,
4271-4277

c
Cameron, G.N. (1989). The structure of nucleotide sequence databases. In Biomolecular Data: A Resource in
Transition: ed. Colwell, R.R.; Oxford University Press, pp.
339-343
Carra, E., Masturzo, P., Vitelli, A., Burderi, E., Lambrinoudaki, I., De Vendittis, E., Zahn, R. & Fasano, O. (1989).
Suppression of temperature-sensitive RAS in S. cerevisiae
by a putative protein kinase. In Ras Oncogenes: ed. Spandidos, D.; Plenum, New York, pp. 93-97

Chavrier, P., Gruffat, H., Chevallier-Greco, A., Buisson, M.
& Sergeant, A. (1989). The Epstein-Barr virus (EBV) early
DR contains a cis-acting element responsive to
the EBV transactivator EB 1 and an enhancer with constitutive and inducible activities. J. Virol., 63, 607-614
Chavrier, P., Janssen-Timmen, U., Mattei, M.G., Zerial,
M. & Charnay, P. (1989). Structure, chromosome location,
and expression of the mouse zinc finger gene Krox-20 multiple gene products and coregulation with the protooncogene c-fos. Mol. Cell. Bioi., 9, 787-797
Chothia, C., Lesk, A.M., Tramontano, A., Levitt, M., SmithGill, S.J., Air, G., Sheriff, S., Padlan, E.A., Davies, D.,
Tulip, W.R., Colman, P.M., Spinelli, S., Alzari, P.M. &
Poljak, R.J. (1989). The conformations of immunoglobulin
hypervariable regions. Nature, 342, 877-883
Christmann, D., Folkhard, W., Knoerzer, E., Mosler, E.,
Nemetschek, T. & Koch, M.H.J. (1989). Time-resolved
studies of the dynamic behaviour of the tendon fibres
(chordae tendineae) of the human mitral valve. Naturwissenschaflen, 76, 124
Chroboczek, J., Chatellard, C., Rizo, C., Cuillel, M. &
Jacrot, B. (1989). Structural proteins of adenovirus. Expression in Escherichia coli. Acta Biochimica Polonica
Civitareale, D., Lonigro, R., Sinclair, A.J. & Di Lauro,
R. (1989). A thyroid-specific nuclear protein essential for
tissue-specific expression of the thyroglobulin promoter.
EMBO J., 8, 2537-2542

Castagnoli, L., Scarpa, M., Kokkinidis, M., Banner, D.W.,
Tsernoglou, D. & Cesareni, G. (1989). Genetic and structural analysis of the CoIE1 Rop (Rom) protein. EMBO J.,
8, 621-629

Cosson, P., de Curtis, I., Pouyssegur, J., Griffiths, G. &
Davoust, J. (1989). Low cytoplasmic pH inhibits endocytosis and transport from the trans-Golgi network to the cell
surface. J. Cell Bioi., 108, 377-387

Cecchi, G., Griffiths, P.J., Bagni, A., Ashley, C.C. and
Maeda, Y. (1989). X-ray diffraction and stiffness measurements in single muscle fibres of Rana temporaria.
Biophys.J., 55, 465a.

Courtneidge, S.A. (1989). Further characterization of the
complex containing middle T antigen and pp60 c- src . Curro
Topics Micro. and Immunol., 144, 121-128

Chatellard, C. & Chroboczek, J. (1989). Synthesis of human adenovirus type 2 fibre protein in Escherichia coli
cells. Gene, 81, 267-274

Courtneidge, S.A., Read, M., Wilson, J.B. & Fried, M.
(1989). Cytoplasmic interaction between pp60 c - src and a
truncated polyoma virus middle T antigen. Oncogene Res.,
4, 75-80
89

Cozzi, M.G., Rosa, P., Greco, A., Hille, A., Huttner, W.B.,
Zanini, A. & De Camilli, P. (1989). Immunohistochemical
localization of secretogranin II in the rat cerebellum. Neu28, 423-441
Cusack, S. (1989). Low frequency dynamics of proteins
studied by inelastic neutron scattering. In The enzyme
catalysis process: energetics, mechanism and dynamics.
NATO ASI series A: Life Sciences, 178: ed. Cooper,
A., Houben, J.L. & Chien, L.C.; Plenum, New York, pp.
103-122
Cusack, S. (1989). Low frequency dynamics of proteins:
comparison of inelastic neutron scattering results with theory. Chemica Scripta, 29A, 103-107
Cusack, S., Jacrot, B., Leberman, R., May, P., Timmins, P.
& Zaccai, G. (1989) Neutron scattering. Nature, 339, 330

o
Dandekar, T. & Tollervey, D. (1989). Cloning of Schizosaccharomyces pombe genes encoding the U1, U2, U3 and
U4 snRNAs. Gene, 81, 371-379
Dandekar, T., Ribes, V. & Tollervey, D. (1989). Schizosaccharomyces pombe U4 small nuclear RNA closely resembles vertebrate U4 and is required for growth. J. Mol. BioI.,
208, 371-379
Dauter, Z., Dauter, M.,Hemker, J. Witzel, H. & Wilson,
K.S.(1989). Crystallisation and preliminary analysis of glucose isomerase from Streptomyces albus. FEBS Lett.,
247, 1-8
De Curtis, I. & Simons, K. (1989). Isolation of exocytic
carrier vesicles from BHK cells. Cell, 58, 719-727
De Simone V. & Cortese R. (1989). A negative regulatory
element in the promoter of the human o-1-antitrypsin gene.
Nucl. Acids Res., 17, 9407-9415
Deatherage, J.F., Cheng, N. & Bullard, B. (1989). Arrangement of filaments and cross-links in the bee flight muscle
Z-disc by image analysis of oblique sections. J. Cell BioI.,
108, 1775-1 782
90

Deuschle, U., Pepperkok, R., Wang, F., Giordano, T.J.,
McAllister, W.T., Ansorge, W. & Bujard, H. (1989). Regulated expression of foreign genes in mammalian cells
under the control of coliphage T3 RNA polymerase and
lac repressor. Proc. Natl. Acad. Sci. USA, 86, 54005404
Dobberstein, B. (1989). Synthese, Struktur und Funktion
von Membranrezeptorproteinen. In Innere Medizin der
Gegenwart, Endokrinologie, reil A Grundlagen: Herausg.
Hesch, R.D.; Urban und Schwarzenberg, Munchen, pp.
183-189
Dolle, P. & Duboule, D. (1989). Two gene members of the
murine HOX-5 complex show regional and cell-type specific expression in developing limbs and gonads. EMBO J.,
8, 1507-1515
Dolle, P., Izpisua-Belmonte, J.-C., Falkenstein, H.,
Renucci, A. & Duboule, D. (1989). Coordinate expression
of the murine HOX-5 homeobox containing gene during
limb pattern formation. Nature, 342, 767-772
Doster, W., Cusack, S. & Petry, W. (1989). Dynamical transition of myoglobin revealed by inelastic neutron scattering.
Nature, 337, 754-756
Duboule, D. & Dolle, P. (1989). The structural and functional organisation of the murine HOX gene family resembles that of Drosophila homeotic genes. EMBO J., 8,
1497-1505.
Duboule, D., Galliot, B., Baron, A. & Featherstone, M.S.
(1989). Murine homeogenes: some aspects of their organisation and structures. In Cell to Cell Signals in Mammalian
Development, NATO Advanced Study Institute Series: eds.
de Laat, S., Bluemink, J.G. & Mummery, C.L.; Springer,
Berlin, pp. 97-108

E
Egebjerg, J., Christiansen, J., Brown, R.S., Larsen, N.
& Garrett, R.A. (1989). Protein L18 binds primarily at
the junctions of helix-II and internal loop-A and loop-B
in Escherichia coli 5S-RNA - implications for 58-RNA
structure. J. Mol. BioI., 206, 651-668

F
Fabry, S., Lang, J., Niermann, Th., Vingron, M. & Hensel,
R. (1989). Nucleotide sequence of the glyceraldehyde3-phosphate dehydrogenase gene from the mesophilic
methanogenic archaebacteria Methanobacterium bryantii
and Methanobacterium formicium. Eur. J. Biochem., 179,
405-413
Fasano, 0., Crechet, J.B., De Vendittis, E., Zahn, R.,
Feger, G., Vitelli, A. & Parmeggiani, A. (1989). Mutations
at the RAS2 locus that, in a ras 1- background, impair
the growth of yeast on nonfermentable carbon sources.
In The Guanine Nucleotide Binding Proteins: eds. Bosch,
L., Kraal, B. & Parmeggiani, A.; Plenum, New York, pp.
251-256
Felici, F., Cesareni, G. & Hughes, J.M.X. (1989). The
most abundant small cytoplasmic RNA of Saccharomyces
cerevisiae has as important function required for normal
cell growth. Mol. Cell. BioI., 9, 3260-3268
Felix, M.A, Pines, J., Hunt, T. & Karsenti, E. (1989).
A postribosomal supernatant from activated Xenopus
eggs that displays posttranslational regulated oscillation
of its cdc 2 mitotic kinase activity. EMBO J., 8, 30593069
Felix, M.A., Pines, J., Hunt, T. & Karsenti, E. (1989).
Temporal regulation of cdc2+ mitotic kinase activity and
cyclin degradation in cell-free extracts of Xenopus eggs.
J. Cell Sci., Suppl. 12, 99-116
Frain, M., Swart, G., Monaci, P., Nicosia, A., Stampfli, S.,
Frank, R. & Cortese, R. (1989). The liver-specific transcription factor LF-B 1 contains a highly diverged homeobox
DNA binding domain. Cell, 59, 145-157
Frampton, J., Leutz, A., Gibson, T.J. & Graf, T. (1989).
DNA-binding domain ancestry. Nature, 342, 134
Frenette, M., Knibiehler, M., Baty, D., Gely, V., Pattus, F.,
Verger, R. & Lazdunski, C. (1989). Interaction of colicin
A domains with phospholipid monolayers and liposomes.
Relevance to the mechanism of action. Biochemistry, 28,
2509-2514

Frommel, C. & Sander, C. (1989). Thermitase, a thermostable subtilisin: Comparison of predicted and experimental structures and the molecular cause of thermostability. Proteins, 5, 22-37

G
Galliot, B., Dolle, P. & Duboule, D. (1989). The organisation of the murine HOX gene family resembles that of
Drosophila homeotic genes. In Molecular Genetics of Early
Drosophila and Mouse Development: ed. Capecchi, M. R.;
Cold Spring Harbor Laboratory Press, pp. 77-83
Galliot, Bo, Dolle, Po, Vigneron, Mo, Featherstone, M.S.,
Baron, A. & Duboule, D. (1989) The mouse Hox-1.4
gene: primary structure, evidence for promoter activity
and expression during development. Development, 107,
343-359
Gambel,T., Popp, D. & Stewart, A. (1989). Time-resolved
x-ray diffraction measurements of the isolated ABRM from
Mytilus edulis. J.Physiol., 418, 204P
Gaunt, S.J., Krumlauf, R. & Duboule, D. (1989). Mouse
homeogenes within a subfamily, Hox-1.4, Hox-5.1 and
Hox-2.6 display similar anteroposterior domains of transcription in the embryo, but show stage- and timedependent differences in their regulation. Development,
107, 131-141
Gausepohl, H., Kraft, M. & Frank, R. W. (1989). Asparagine coupling in Fmoc solid phase peptide synthesis.
Int. J. Peptide Protein Res., 34, 287-294
Gausepohl, H., Kraft, M., Boulin, Ch. & Frank, R. W. (1989).
Automated multiple peptide synthesis with BOP activation.
In Peptides, Chemistry and Biology: ed. Rivier, J.; Escom,
Leiden, pp. 289-300
Gerdes, H.H., Rosa, P., Phillips, E., Baeuerle, P.A., Frank,
R., Argos, P. & Huttner, W. (1989). The primary structure of human secretogranin II, a widespread tyrosinesulfated secretory granule protein that exhibits low pHand calcium-induced aggregation. J. BioI. Chem., 264,
12009-12015
91

Godzik, A. & Sander, C. (1989). Residue contact conservation in a family of Ca-binding proteins. Prot. Engineering,
2, 589-596
Graf, T., Kahn, P., Leutz, A., Beug, H. & Vennstrom B.
(1989). Cooperativity of viral oncogenes in avian leukemia.
In Cell Differentiation, Genes and Cancer: eds. Kakunaga,
T., Sugimura, T., Tomatis, L. & Yamasaki, H.; IARC Scientific Publications, 92, pp. 165-171
Griffiths, G. (1989). The structure and function of a
mannose-6-phosphate receptor-enriched pre-lysosomal
compartment in animal cells. J. Cell Sci., Suppl. 11,
139-147

H
Habenicht, A.J.R., Goerig, M., Rothe, D.E.R., Specht,
E., Ziegler, R., Glomset, J.A., & Graf, T. (1989). Early
reversible induction of leukotriene synthesis in chicken
myelomonocytic cells transformed by a temperaturesensitive mutant of avian leukemia virus E26. Proc. Natl.
Acad. Sci. USA, 86, 921-924
Haeuptle, M.-T., Flint, N., Gough, N.M. & Dobberstein,
B. (1989). A tripartite structure of the signals that determine protein insertion into the endoplasmic reticulum
membrane. J. Cell BioI., 108, 1227-1236

Griffiths, G., Back, R. & Marsh, M. (1989). A quantitative
analysis of the endocytic pathway in baby hamster kidney
cells. J. Cell BioI., 109, 2703-2720

Haider, M. (1989). A corrected double-deflection electron
spectrometer equipped with a parallel recording system,
Ultramicroscopy, 28, 190-200

Griffiths, G., Fuller, S.D., Back, R., Hollinshead, M., Pfeiffer, S. & Simons K. (1989). The dynamic nature of the
Golgi complex. J. Cell BioI., 108,277-297

Haider,M. (1989). Filtered dark-field and pure Z-contrast:
two novel imaging modes in a Scanning Transmission
Electron Microscope. Ultramicroscopy, 28, 240-247

Gros, P., Betzel, C., Dauter, Z., Wilson, K.S. & Hoi, W.G.J.
(1989). Crystallographic refinement of a thermitase : eglinC complex at 1.98 A resolution and comparison of two
crystal forms that differ in calcium content. J. Mol. BioI.,
210, 347-367

Hall, B.S., Hoffbrand, A.V. & Wickremasinghe, R.G.
(1989). An endogenous inhibitor of the protein tyrosine
kinase activity of normal and malignant human lymphoid
cells. Oncogene, 4, 1225-1231

Gruenberg, J. & Howell, K.E. (1989). Membrane traffic in
endocytosis: insights from cell-free assays. Ann. Rev. Cell
BioI., 5, 453-481.
Gruenberg, J., Griffiths, G. & Howell, K.E. (1989). Characterization of the early endosome and putative endocytic
carrier vesicles in vivo and with an assay of vesicle fusion
in vitro. J. Cell BioI., 108, 1301-1316
Gundelfinger, E.D., Hermans-Borgmeyer, I., Schloss, P.,
Sawruk, E., Udri, C., Vingron, M., Betz, H. & Schmitt,
B. (1989). Ligand-gated iron channneis in Drosophila. In
Molecular Biology of Neuroreceptors and Ion Channels.
NATO AS! Series, H32: ed. Maelicke, A.; Springer Verlag,
Berlin, pp. 69-81
92

Hamm, J. & Mattaj, I.W. (1989). An abundant U6 snRNP
found in germ celrs and embryos of Xenopus laevis. EMBO
J., 8, 4179-4187
Hamm, J., Dathan, N.A. & Mattaj, I.W. (1989). Functional
analysis of mutant Xenopus U2 snRNAs. Cell, 59, 159169
He, F., Beckerich, J.M., Ribes, V., Tollervey, D. & Gaillardin, C.M. (1989). Two genes encode 7SL RNAs in the
yeast Yarrowia Iipolytica. Curro Genet., 16, 347-350
Henrich, B., Schroeder, U., Frank, R. & Plapp, R. (1989).
Accurate mapping of the Escherichia coli pepD gene by
sequence analysis of its 5' flanking region. Mol Gen.
Genet, 215, 369-373

Hinsch, K.D., Tychowiecka, I., Gausepohl, H., Frank, R.,
Rosenthal, W. & Schultz, G. (1989). Tissue distribution
of b 1- and b2 - subunits of regulatory guanine nucleotidebinding proteins. Biochim. Biophys. Acta, 1013, 60-67
Ho, Wai C., Allan, V.J., van-Meer, G., Berger, E.G. &
Kreis, Th.E.(1989). Reclustering of scattered Golgi elements along microtubules. Eur. J. Cell BioI., 48, 250-263
Hoi, W.G.J., Wierenga, R.K., Groendijk, H., Read, R.J.,
Thunnissen, A.M.W.H., Noble, M.E.M., Kalk, K.H., Vellieux, F.M.D., Opperdoes, F.R. & Michels, P.A.M. (1989).
Protein crystallography, computer graphics and sleeping
sickness. Proceedings of an International Symposium,
Special Publication: ed. Roberts, S.M.; Royal Society of
Chemistry, 78, 84-93
Howell, K.E., Devaney, E. & Gruenberg, J. (1989). Subcellular fractionation of tissue culture cells. TIBS, 14, 44-47
Howell, K.E., Schmid, R., Ugelstad, J., Gruenberg, J.
(1989). Immunoisolation using magnetic solid supports:
subcellular fractionation for cell-free functional studies.
Methods in Cell Biology, 31, 265-292
Hurt, E.C. (1989). NSP1, a yeast protein located at the
nuclear periphery is required for the cell-cycle of Saccharomyces cerevisiae. J. Cell Sci., Suppl. 12, 1-10
Hutchinson, G., Tichelaar, W. , Hofhaus, G., Weiss, H. &
Leonard, K. (1989). Identification and electron microscopic
analysis of a chaperonin oligomer from Neurospora crassa
mitochondria. EMBO J., 8, 1485-1490
Huttner, W.B. & Tooze, S.A. (1989). Biosynthetic protein
transport in the secretory pathway. Current Opinion in Cell
Biology, 1, 648--654

J
Jaeger, J., Koehler, E., Tucker, P., Sauder, U., HousleyMarkovic, Z., Fotheringham, I., Edwards, M., Hunter, M.,
Kirschner, K. & Jansonius, J.N. (1989). Crystallization and
preliminary x-ray studies of an aspartate aminotransferase
mutant from E.coli. J. Mol. BioI., 209, 499-501

Janssen-limmen, U., Lemaire, P., Mattei, M.G., Relevant,
O. & Charnay, P. (1989). Structure, chromosome mapping
and regulation of the mouse zinc-finger gene Krox-24 evidence for a common regulatory pathway for the immediate early serum response genes. Gene, 80, 325-336
Jenne, D., Hille, A., Stanley, K.K. & Huttner, W.B. (1989).
Sulfation of two tyrosine-residues in human complement
S-protein (vitronectin). Eur. J. Biochem., 185, 391-395
Jones, A.V. & Haider, M. (1989). Modular detector system
for scanning transmission electron microscopy. Scanning
M0roscopy, 3, 33-42
Judah, J.D., Howell, K.E., Taylor, J.A. & Quinn, P.S.
(1989). Potassium depletion inhibits the intracellular transport of secretory proteins between the endoplasmic reticulum and the Golgi complex. J. Cell Sci., 92, 173185

K
Kabsch, W., Pai, E.F., Mannherz, H.G. & Suck, D. (1989).
Current state of the structural analysis of the actin:DNase
I complex. In Structure, Interactions and Assembly of
Cytoskeletal and Extracellular Protein. Springer Series in
Biophysics ,3: ed. Aebi, U. & Engel, J.; Springer Verlag,
Heidelberg, pp. 42-47
Kahn, P. & Cameron, G. (1989). The EMBL Data Librarya progress report. Cytogenet. Cell Genet., 51, 1020-1021
Kahn, P. & Philipson, L. (1989). To publish or not to
publish. In Biomolecular Data: A Resource in Transition: ed. Colwell, R.R.; Oxford University Press, pp. 339343
Keller, G. & Wagner, E.F. (1989). Expression of scr induces a myeloproliferative disease in bone marrow reconstituted mice. Genes and Develop., 3, 827-837
Koch, M.H.J. (1989). Structure determination using synchrotron radiation. In Optical Techniques to Characterise
Polymer Systems: ed. Baessler, H.; Elsevier, Amsterdam,
pp. 575-599
93

Koch, M.H.J. (1989). The structure of chromatin and its
condensation mechanism. In Protein-Nucleic Acid Interaction: ed. Heinemann, U. & Saenger, W.; Macmillan,
London, pp. 163-204.
Koch, M.H.J. & Vachette, P. (1989). Solution x-ray scattering on biological samples. Synchrotron Radiation News, 2,
16-21
Koch, M.H.J., Sayers, Z., Michon, A.M., Sicre, P., Marquet,
R. & Houssier, C. (1989). The superstructure of chromatin
and its condensation mechanism VI: "10 nm" filament,
electric dichroism, effect of pH, spermine, model calculations. Eur. J. Biophys., 17,245-255
Koch, N., Lipp, J., Pessara, U., Schenk, K., Wraight, C.
& Dobberstein, B. (1989). MHC class II invariant chains
in antigen processing and presentation. TIBS, 14, 383386
Konings, D.A.M. & Hogeweg, P. (1989). Pattern analysis
of RNA secondary structure. Similarity and consensus of
minimal-energy folding. J. Mol. BioI., 207, 597-614
Krebs, B., Henkel, G., Priggemeyer, S., EggersBorkenstein, P., Witzel, H., Korner, M., MOnstermann, D.,
Nolting, H.-F. & Hermes, C. (1989). XAS investigations on
purple acid phosphatases from red kidney beans and beef
spleen. J. Inorg. Biochem., 36, 263
Kreis, T.E., Matteoni, R., Hollinshead, M. & Tooze, J.,
(1989). Secretory granules and endosomes show saltatory movement biased to the anterograde and retrograde
directions, respectively, along microtubules in AtT20 cells.
Eur. J. Cell BioI., 49, 128-139
Kriechbaum, M., Rapp, G., Hendrix, J. & Laggner, P.
(1989). Millisecond time-resolved x-ray diffraction on liquidcrystalli'ne phase transitions using infrared laser T-jump
technique and synchrotron radiation. Rev. Sci. Instrum.,
60,2541-2544
KOhlbrandt, W. & Downing, K.H. (1989). Two-dimensional
structure of plant light-harvesting complex at 3.7 A resolution in projection. J. Mol. BioI., 207, 823-828
94

KOtt, H., Herz, J. & Stanley, K.K. (1989). Structure of
the apolipoprotein E receptor (LRP) promoter. Biochim.
Biophys. Acta, 1009, 229-236

L
Laggner, P., Kriechbaum, M., Hermetter, A., Paltauf, F.,
Hendrix, J. & Rapp, G. (1989). Laser-induced temperature jump and time-resolved x-ray powder diffraction on
phospholipid phase transitions. Progr. Coli. Polym. Sci.,
79 101-105
Lakey, J. & Pattus, F. (1989). The voltage-dependent
activity of Escherichia porins in different planar bilayer
reconstitutions. Eur. J. Biochem., 186, 303-308
Lakey, J., Maget-Dana, R. & Ptak, M. (1989). The lipopep.tide antibiotic A21978C has· a specific interaction with
DMPC only in the presence of calcium ions. Biochim.
Biophys. Acta, 985, 60-66
Lamond, A.1. (1989). Tetrahymena telomerase contains an
internal RNA template. TIBS, 14, 204
Lamond, A.I., Sproat, B.S., Ryder, U. & Hamm, J. (1989).
Probing the structure and function of U2 snRNP with
antisense oligonucleotides made of 2' -OMeRNA. Cell, 58,
383-390
Langowski, J. (1989). Dynamic light scattering studies
of the solution conformation of superhelical DNA. In
Spectroscopy of Biological Molecules - State of the Art:
ed. Bertoluzza, A., Fagnano, C. & Monti, P.; Esculapio,
Bologna, pp. 209-211
Langowski, J. & Giesen, U. (1989). Configurational and
dynamic properties of different length superhelical DNAs
measured by dynamic light scattering. Biophysical Chemis try, 34, 9-1 8
Langowski, J., Giesen, U. & Farag, B. (1989). Studies of
the structure and internal motions of supercoiled DNAs
using dynamic scattering techniques. In Proceedings of the
2nd International Conference on Laser Scattering Spectroscopy of Biological Objects, Pees, 1988: ed. Namet, pp.
191-202

Lawson, D.M., Treffry, A., Artymiuk, P.J., Harrison, P.M.,
Yewdall, S.J., Luzzago, A., Cesareni, C., Levi, S. & Arosio,
P. (1989). Identification of the ferroxidase center in ferritin
FEBS Lett., 254,207-210

Lipp, J., Flint, N., Haeuptle, M.-T. & Dobberstein, B. (1989).
Structural requirements for membrane assembly of proteins spanning the membrane several times. J. Cell BioI.,
109, 2013-2022

Lesk, A.M. & Lesk, :V.1. (1989). Schematic diagrams of
nucleic acids and protein-nucleic acid complexes. J. Appl.
Cryst., 22, 569-571

Lobel, P., Fujimoto, K., Ve, R.D., Griffiths, G. & Kornfeld, S. (1989). Distinct regions of the cytoplasmic domain
of the cation-independent mannose-6-phosphate receptor
are required for rapid endocytosis and efficient lysosomal
enzyme sorting. Cell, 57, 787-796

Lesk, A.M. & Tramontano, A. (1989). Grafica moleculare Computer Graphics. Biotec: special issue, 28-34
Lesk, A.M. & Tramontano, A. (1989). The computational
analysis of protein structures: sources, methods, systems
and results. J. Research Natl. Inst. Standards and Technol., 94, 85-93
Lesk, A.M., Boswell, D.R., Lesk, V.I., Lesk, V.E. & Bairoch,
A. (1989). A cross-reference table between the Protein
Data Bank of Macromolecular Structures and the National
Biomedical Research Foundation Protein Identification Resource Amino Acid Sequence Data Bank. Protein Sequences and Data Analysis, 2, 295-308
Lesk, A.M., Branden, C.-I. & Chothia, C. (1989). Structural
principles of 0:-{3 barrel proteins: The packing of the interior
of the sheet. Proteins: Structure, Function and Genetics,
5, 139-148
Lesk, A.M., Chothia, C. & Tramontano, A. (1989). Structural determinants of the conformations of medium-sized
loops in protei ns. Proteins: Structure, Function and Genetics, 6, 382-394
Leutz, A., Damm, K., Sterneck, E., Kowenz, E., Ness, S.,
Frank, R., Gausepohl, H., Pan, V-C., Smart, J., Hayman,
M. & Graf, T. (1989). Molecular cloning of the chicken
myelomonocytic growth factor (cMGF) reveals relationship
to interleukin 6 and granulocyte colony stimulating factor.
EMBO J., 8,175-181
Li, R., Duterque-Coquillaud, M., Lagrou, C., Debuire, B.,
Graf, T., Stehelin, D. & LePrince, D. (1989). A single
amino-acid substitution in the DNA-binding domain of the
myb oncogene confers a thermolabile phenotype to E26transformed myeloid cells. Oncogene Res., 5, 137-141

Lowe, N., Rice, P.M. & Drew, R.E. (1989). Nucleotide
sequence of the aliphatic amidase regulator gene of Pseudomonas aeruginosa. FEBS Lett., 246, 39-43
Luzzago, A. & Cesareni, G. (1989). Isolation of point
mutations that affect the folding of the H-chain of human
ferritin in Escherichia coli. EMBO J., 8, 569-576

M
Marazziti, D., Luzio, J.P. & Stanley, K.K. (1989). Complement component C9 is inserted into membranes in a
globular conformation. FEBS Lett., 243, 347-350
Marchand, M., Kooystra, U., Wierenga, R.K., Lambeir,
A-M., Van Beumen, J., Opperdoes, F.R. & Michels, P.A.M.
(1989). Glucosephosphate isomerase from Trypanosoma
brucei. Eur. J. Biochem., 184, 455-464
Marquet, R., Koch, M.H.J. & Houssier, C. (1989). Electric
field x-ray scatttering. A new electro-optical method. In

Dynamic Behaviour of Macromolecules, Colloids, Liquid
Crystals and Biological Systems by Optical and Electrooptical Methods: ed.: Watanabe, H.; Hirokawa Pub!. Co.,

Tokyo, pp. 105-110

Massotte, D. & Pattus, F. (1989). Colicin N and its thermolytic fragment induce phospholipid vesicle fusion. FEBS
Letters, 257, 447-450
Massotte, D., Dasseux, J-L., Sauve, P., Cyrklaff, M.,
Leonard, K. & Pattus, F. (1989). Interaction of the poreforming domain of colicin A with phospholipid vesicles.
Biochemistry, 28, 7713-7719
95

Mattaj, I.W. (1989). A binding consensus: RNA-protein
interactions in splicing, snRNPs, and sex. Cell, 57, 1-3
Mattaj, I.W. & Hamm, J. (1989). Regulated splicing in early
development and stage-specific U snRNPs. Development,
105, 183-189
McDowall, A., Gruenberg, J., Romisch, K. & Griffiths, G.
(1989). The structure of organelles of the endocytic pathway in hydrated cryosections of cultured cells. Eur. J. Cell
BioI., 49, 281-294
McGavin, S., Bosshard, H.E., Carlson, C. & Postma,
J.P.M. (1989). A computer graphics study of multistranded
DNA models. J. Mol. Graphics, 7, 225-233
Menendez-Arias, L. & Argos, P. (1989). Engineering protein thermal stability: sequence statistics point to residue
substitutions in a-helices. -J. Mol. BioI., 206, 397-406
Merdes, A. (1989). Untersuchungen zum Mechanismus der polwarts gerichteten Chromosomenbewegung in
frOher Prometaphase. Diplomarbeit, FakulUit fur Biologie,
Ruprecht-Karls-Universitat Heidelberg.
Messner, D.J., Griffiths, G. & Kornfeld, S. (1989). Isolation
and characterization of membranes from bovine liver which
are highly enriched in mannose-6-phosphate receptors. J.
Cell BioI., 108, 2149
Monaci, P., Nicosia, A. & Cortese, R. (1989). Cis-elements
and trans-acting factors involved in the tissue-specific
expression of the human a-1-antitrypsin gene. In Tissuespecific Gene Expression: ed. Renkawitz, R; VCH Verlagsgesellschaft, Weinheim, pp. 149-164
Monk, B.C., Montesinos, C., Leonard, K. & Serrano, R.
(1989). Sidedness of yeast plasma membrane vesicles
and mechanisms of activation of the ATPase by detergents. Biochim. Biophys. Acta, 981, 226-234
Morrone, G., Cortese, R. & Sorrentino, V. (1989). Posttranscriptional control of negative acute phase genes by
transforming growth factor {3. EMBO J., 8, 3767-3771
96

Mosler, E., Folkhard, W., Geercken, W., Knoerzer, E.,
Nemetschek-Gansler, H., Nemetschek, T., Koch, M.H.J. &
Fietzek, P.P. (1989). Strukturdynamik nativer und kunstlich
vernetzter Sehnenfasern. In Sitzungsberichte der Heidelberger Akademie der Wissenschaften.Mathematischnaturwissentschaftlichen Klasse, 3: Springer Verlag, Heidelberg, pp. 79-102
MOiler, W., ROther, U., Vieira, P., Hornbach, J., Reth, M.

& Rajewsky, K. (1989). Membrane-bound IgM obstructs B
cell development in transgenic mice. Eur. J. Immunol., 19,
923-928

Myklebost, 0., Arheden, K., Rogne, S., Geurts van Kessel,
A., Mandahl, N., Herz, J., Stanley, K.K., Heim, S. & Mitelman, F. (1989). The gene for the human putative apo E
receptor is on chromosome 12 in the segment q13-14.
Genomics, 5, 65-69
Myklebost, 0., Rogne, S., Stanley, K.K. & Geurts van
Kessel, A. (1989). The gene for human complement C9
is on chromosome 5. Genomics, 5, 149-152

N
Nemetschek, Th., Folkhard, W., Knoerzer, E., Mosler,
E., Nemetschek-Gansler, H., Koch, M.H.J., Meinel, A. &
Romen, W. (1989). Ehlers-Danlos syndrome type IV (EDS
IV) as model of a defective biopolymer composite material.
Connective Tissue Res., 18, 269-276
Ness, S., Marknell, A. & Graf, T. (1989). The v-myb oncogene product binds to and activates the promyelocytespecific mim-1 gene. Cell, 59, 1115-1125
Newman, R., Tucker, A., Ferguson, C., Tsernoglou, D.,
Leonard, K. & Crumpton, M.J. (1989). Crystallization of
p68 on lipid monolayers and as three-dimensional single
crystals. J. Mol. BioI., 206, 213-219
Nolting, H.-F., Eggers, P., Henkel, G., Krebs, B., Hemker,
J., Witzel, H. & Hermes, C. (1989). Cobalt x-ray absorption
spectroscopy of glucose isomerase. Physica B, 158, 123125

o
Oliviero, S. & Cortese, R. (1989). The human haptoglobin
gene promoter: interleukin-6 responsive elements interact
with a DNA binding protein induced by interleukin-6. EMBO
J., 8, 1145-1151
Ovitt, C.E. & ROther, U. (1989). The proto-oncogene c-tos:
Structure, expression and functional aspects, In Oxford
Surveys on Eukaryotic Genes: 6

p
Pagliusi, S., Antonicek, H., Gloor, S., Frank, R., Moos, M.

& Schachner, M. (1989). Identification of a cDNA clone

specific for the neural cell adhesion molecule AMOG. J.
Neurosci. Res., 22, 113-119

Pardo, J.M. & Serrano, R. (1989). Structure of a plasma
membrane H+ -ATPase gene from Arabidopsis thalina and
amino-acid sequence of three isoforms. In Plant Membrane Transport: the Current Position: ed. Dainty, J., De
Michelis, M.I., Marre, E. & Rasi-Caldogno, F.; Elsevier,
Amsterdam, pp. 499-500
Pardo, J.M. & Serrano, R. (1989). Structure of a plasma
membrane H+ -ATPase gene from the plant Arabidopsis
thaliana. J. BioI. Chem., 264, 8557-8562
Parker, M.W., Pattus, F., Tucker, A.D. & Tsernoglou, D.
(1989). The structure of the pore-forming fragment of
colicin A: A model for membrane insertion. Nature, 337,
93-96
Parker, M.W., Tucker, A.D., Patlus, F., Baty, D., Lazdunski, C. & Tsernoglou, D. (1989). The three-dimensional
structure of the pore-forming fragment of colicin A. In
Methods in Protein Sequence Analysis: Proc. 7th Internat.
Cont.: ed. Wittman-Liebold, B.; Springer Verlag, Berlin, pp.
389-396
Parry, H.D., Scherly, D. & Mattaj, I.W. (1989). "Snurpogenesis": The transcription and assembly of U snRNP
components. TIBS, 14,15-19

Parry, H.D., Tebb, G. & Mattaj, loW. (1989). The Xenopus
U2 gene PSE is a single, compact element required for
transcription initiation and 3' end formation. Nucl. Acids
Res., 17, 3633-3644
Parton, R.G., Prydz, K., Bomsel, M., Simons, K. & Griffiths,
G. (1989). Meeting of the apical and basolateral endocytic
pathways of the Madin-Darby canine kidney cell in late
endosomes. J. Cell BioI., 109, 3259-3272
Pettifer, R.F., Hermes, C. & 80urdillon, A.J. (1989). An
x-ray induced optical luminescence excitation study of zinc
surface species on a zinc metal substrate. Physica B, 158,
584-588
Pieles, U., Sproat, 8.S., Neuner, P. & Cramer, F. (1989).
Preparation of a novel psoralen containing deoxyadenosine building block for the facile solid phase synthesis of
psoralen modified oiigonucleotides for a sequence specific
crosslink to a given target sequence. Nucl. Acids Res., 17,
8967-8978
Pischedda, F., Bottaro, G., Dickson, J., Ward, R., Cappa,
A.P.M. & Kirchner, H. (1989). Defective T-cell activation by
mycoplasma arthritidis mitogen is restored by interferongamma. Cell. Immunol., 120, 188-194
Poli V. & Cortese R. (1989). Interleukin-6 induces a
liver-specific nuclear protein that binds to the promoter
of acute-phase genes. Proc. Natl. Acad. Sci. USA, 86,
8202-8206
Poli, V., Oliviero, S., Morrone, G. & Cortese, R. (1989). Ciselements and trans-acting factors involved in the control of
transcription by interleukin-6. Annals New York Acad. Sci.,
557, 297-309
Poli, V., Silengo, L., Altruda, F. & Cortese, R. (1989). The
analysis of the human haemopexin promoter defines a
new class of liver-specific genes. Nucl. Acids Res., 17,
9351-9365
Poole, K.J.V., Kaplan, J.H., Maeda, Y., Rapp, G. & Goody,
R.S. (1989). Dynamic tension and x-ray measurements
on activation of rabbit psoas muscle using caged calcium.
Biophys. J., 55, 12a
97

Popp, D., Maeda, Y. & Holmes, K.C. (1989). X-ray evidence for four different conformations of the thin filament.
Biophys. J., 55, 201 a

Ruther, U. & Wagner, E.F. (1989). The specific consequences of c-fos expression in transgenic mice. Prog.
Nucl. Acid. Res. Mol. BioI., 36, 235-245

Portillo, F., Larrinoa, I.F. & Serrano, R. (1989). Deletion
analysis of yeast plasma membrane H+ -ATPase and identification of a regulatory domain at the carboxyl-terminus.
FEBS Lett., 247, 381-385

ROther, U., Komitowski, D., Schubert, F.R. & Wagner,
E.F. (1989). c-fos expression induces bone tumours in
transgenic mice. Oncogene, 4, 861-865

Postma, J.P.M., Parker, M.W. & Tsernoglou, D. (1989).
Application of molecular dynamics in the crystallographic
refinement of colicin A. Acta Cryst., A45, 471-477
Pruijn, G.J.M., van der Vliet, P.C., Dathan, N.A. & Mattaj,
loW. (1989). Anti-OTF-1 antibodies inhibit NFIII stimulation
of in vitro adenovirus DNA replication. Nucl. Acids Res.,
17, 1845-1863

Ruigrok R.W.H. & Calder, L.J. (1989). Influenza virus internal coils consist of M-protein. In Genetics and Pathogenicity of Negative Strand Viruses: ed. Kolakofsky, D. & Mahy,
B.W.J.; Elsevier, Amsterdam, pp. 3-15
Ruigrok, R.W.H., Calder, L.J. & Wharton, S.A. (1989).
Electron microscopy of the influenza virus submembranal
structure. Virology, 173, 311-316

Puigdomenech, J., Perez-Grau, L., Porta, J., Vega, M.C.,
Sicre, P. & Koch, M.H.J. (1989). A time-resolved synchrotron radiation x-ray solution scattering study of DNA
melting. Biopolymers, 28, 1505-1514

Ryseck, R.P., Macdonald-Bravo, H., Mattei, M. & Bravo,
R. (1989). Cloning and sequence of a secretory protein
induced by growth factors in mouse fibroblasts. Exp. Cell
Res., 180, 266-275

R

Ryseck, R.P., Macdonald-Bravo, H., Mattei, M., Ruppert,
S. & Bravo, R. (1989). Structure, mapping and expression
of a growth factor inducible gene encoding a putative
nuclear hormonal binding receptor. EMBO J., 8, 33273335

Rapp, G., Poole, ·K.J.V., Maeda, Y., Ellis-Davies, G.C.R.,
Kaplan, J.H., McCray, J. & Goody, R.S. (1989). Lasers
and flash lamps in research on the mechanism of muscle
contraction. Ber. Bunsenges. Phys. Chern., 93, 410-415
Rechid, R., Vingron, M. & Argos, P. (1989). A new interactive protein sequence alignment program and comparison
of its results with widely used algorithms. CABIOS, 5,
107-113
Romisch, K., Webb, J., Herz, J., Prehn,S., Frank, R.,
Vingron, M. & Dobberstein, B. (1989). Homology of 54k
protein of signal-recognition particle, docking protein and
two E.coli proteins with putative GTP-binding domains.
Nature, 340, 478-482
Rosa, P., Weiss, U., Pepperkok, R., Ansorge, W., Niehrs,
C., Stelzer, E.H.K. & Huttner, W.B. (1989). An antibody
against secretogranin I (chromogranin B) is packaged into
secretory granules. J. Cell BioI., 109, 17-34
98

Ryseck, R.P., Macdonald-Bravo, H., Zerial, M. & Bravo, R.
(1989). Coordinate induction of fibronectin, fibronectin receptor, tropomyosin, and actin genes in serum-stimulated
fibroplasts. Exp. Cell Res., 180, 537-545

5
Sander, C., Palme, K., Diefenthal, T., Vingron, M. &
Schell, J. (1989). Identification of guanine-nucleotide
binding proteins in plants: structural and evolutionary analysis of the ras-related YPT gene family from
Zea Mays. In The Guanine-Nucleotide Binding Proteins Common Structural and Functional Properties: eds.
Bosel, L., Kraal, B., Parmeggiani, A.; Plenum, New
York

Sap, J., Munoz, A., Schmitt, J., Stunnenberg, H. &
Vennstrom, B. (1989). Repression of transcription mediated at a thyroid hormone response element by the v-erbA
oncogene product. Nature, 340, 242-244
Sayers, Z., Michon, A.M. & Koch, M.H.J. (1989). Structure
and assembly of calf hoof keratin filaments. In Struc-

ture, Interactions and Assembly of Cytoskeletal and Extracellular Protein. Springer Series in Biophysics,3: ed.
Aebi, U. & Engel, J.; Springer Verlag, Heidelberg, pp.
27-32
Scherly, D., Boelens, W.,
N.A., Hamm, J. & Mattaj,
the RNA binding segment
definition of its binding site
4163-4170

Schneider, C., Ansorge, W. & Philipson, L. (1989). Negative regulation of cell growth. In Evolutionary Tinkering

in Gene Expression. NATO ASI Series A: Life Sciences,

169: ed. Grunberg-Manago, M.; Plenum, New York, pp.
101-110
Schouterden, P., Vandermarliere, M., Riekel, C., Koch,
M.H.J., Groeninck, G. & Reynaers, H. (1989). Characterisation of the morphological changes in linear low density
polyethylene (LLDPE) during the melting process using
synchrotron radiation. Macromolecules, 22, 237-244

van Venrooij, W.J., Dathan,
I.W. (1989). Identification of
of human U1 A protein and
on U1 snRNA. EMBO J., 8,

Schreuder, H.A., Prick, P.A.J., Wierenga, R.K., Vriend,
G., Wilson, K.S., Hal, W.G.J. & Drenth, J. (1989). Crystal
structure of the p-hydroxybenzoate hydroxylase-substrate
complex refined at 1.9 A resolution. J. Mol. BioI., 208,
679-696

Schierbeek, A.J., Swarte, M.B.A., Dijkstra, B.W., Vriend,
G., Read, R.J., Hoi, W.G.J., & Drenth, J., (1989). X-ray
structure of lipoamide dehydrogenase from Azotobacter
vinelandii determined by a combination of molecular and
isomorphous replacement techniques. J. Mol. BioI., 206,
365-379

SchOrmann, M., Neuberg, M., Hunter, J.B., Jenuwein, T.,
Ryseck, R.P., Bravo, R. & Muller, R. (1989). The leucine
repeat motif in Fos protein mediates complex formation
with Jun AP-1 and is required for transformation. Cell, 56,
507-516

Schimmang, T. & Hurt, E.C. (1989). A 40 kD nuclear membrane protein changes its concentration and localization
within the nuclear envelope of the yeast Saccharomyces
cerevisiae in a cell cycle dependent manner. Eur. J. Cell
BioI., 49, 33-41
Schimmang, T., Tol/ervey, D., Kern, H., Frank, R. & Hurt,
E.C. (1989). A yeast nucleolar protein related to mammalian fibrillarin is associated with small nucleolar RNA
and is essential for viability. EMBO J., 8, 4015-4024
Schlichting, I., Rapp, G., John, J., Wittinghofer, A., Pai, E.
& Goody, R.S. (1989). Biochemical and crystal/ographic
characterisation of a complex of H-ras p21 and caged-GTP
using flash photolysis. Proc. Natl. Acad. Sci., USA, 86,
7687-7690
Schmidt, W., Strahle, U., Schutz, G., Schmitt, J. & Stunnenberg, H. (1989). Glucocorticoid receptor binds cooperatively to adjacent recognition sites. EMBO J., 8, 22572263

Serrano, R. (1989). Knowledge about ATPases ignored.
TIBS, 14,361-362
Serrano, R. (1989). Structure and function of plasma membrane ATPase. Ann. Rev. Plant Physiol. Plant Mol. BioI.,
40, 61-94
Serrano, R. & Perona, R. (1989). Growth control by proton transport: evolutionary considerations and novel approaches based on the cloned yeast proton pump. In
Hormones and Cell Regulation: eds. Nunez, J. & Dumont,
J.E.; Col/oques Inserm, John Libbey Eurotext, pp. 111-116
Serrano, R. & Portillo, F. (1989). Active sites of yeast
H+ -ATPase studied by directed mutagenesis. Biochem.
Soc. Trans., 17, 973-975
Serrano, R., Cid, A., Pardo, J.M., Portillo, F. & Vallejo,
C.G. (1989). Molecular biology of plasma membrane H+ATPase. In Plant Membrane Transport: the Current Position: ed. Dainty, J., De Michelis, M.I., Marre, E. & RasiCaldogno, F.; Elsevier,Amsterdam, pp. 439-448
99

Seydel, U., Brandenburg, K., Koch, M.H.J. & Rietschel, E.
T.(1989). Supramolecular structure of lipopolysaccharide
and free lipid A under physiological conditions as determined by synchrotron small-angle x-ray diffraction. Eur. J.
Biochem., 186, 325-332

Stelzer, E.H.K. & Wijnaendts-van-Resandt, R.W. (1989).
Fluorescence microscopy in three dimensions: microtomoscopy. In Cell Structure and Function by Microspectrofluorometry: ed. Cohen, E.; Academic Press, San
Diego, pp. 131-143

Sicre, P. (1989). Association of indomethacin and flurbiprofen to phospholipid membrane models. J. Coli. Interface
Sci., 132, 94-99

Stelzer, E.H.K., Stricker, R., Pick, R., Storz, C. & Hanninen,
P. (1989). Confocal fluorescence microscopes for biological research. SPIE, 1028, 146-151

Simons. K. & Warren, G. (1989). Membranes: editorial
overview. Curro Opinion in Cell BioI., 1, 615-616
Smith, J., Kuczera, K., Tidor, B., Doster, W., Cusack,
S. & Karplus, M. (1989). Internal dynamics of globular
proteins: comparison of neutron scattering measurements
and theoretical models. Physica B, 156,437-443
Sellner, T., Griffiths, G., Pfaller, R., Pfanner, N. & Neupert,
W. (1989). MOM19 an important receptor for mitochondrial
precursor proteins. Cell, 59, 1061-1070
Sorrentino, V. & Bandyopadhyay, S. (1989). TGF,B inhibits
GO/S-phase transition in primary fibroblasts. Loss of response to the antigrowth effect of TGFb is observed after
immortalization. Oncogene, 4,569-574
Sproat, B.S., Lamond, A.I., Beijer, B., Neuner, P. & Ryder, U. (1989). Highly efficient chemical synthesis of 2'O-methyloligoribonucleotides and tetrabiotinylated derivatives; novel probes that are resistant to degradation by
RNA or DNA specific nucleases. Nucl. Acids Res., 17,
3373-3386

Stewart, A.A., Ashley, C.C. & Potter, J.D.(1989). X-ray observations concerning the cross-bridge arrangment in frog
whole muscle during partial activation by RCC. Biophys.J.,
55, 463a
Stezowski, J.J., Englmaier, R, Galdiga, C., Hartl, T., Rommel, I., Dauter, Z., Gorisch, H., Grossebuter, W., Wilson, K.S. & Musil, D. (1989). Preliminary x-ray crystallographic study of malate dehydrogenases from the thermoacidophilic archebacteria Thermoplasma acidophilum
and Sulfolobus acidocaldarius. J. Mol. BioI., 208, 507508
Stezowski, J.J., Gorisch, H., Dauter, Z., Rupp, M., Hoh,
A., Engelmaier, R. & Wilson, K.S. (1989). Preliminary x-ray
crystallographic study of quinoprotein ethanol dehydrogenase from Pseudomonas aeruginosa. J. Mol. BioI., 205,
617--618
Stoehr, P.J. & Omond, R.A. (1989). The EMBL network
file server. Nucl. Acids Res., 17, 6763

Stanley, K.K. (1989). The molecular mechanism of complement C9 insertion and polymerization in biological membranes. Current Topics in Microbiology and Immunology,
140, 49-65

Stricker, G., Labuda, D. & Vega Martin, M.C. (1989).
The three conformations of the anticodon loop of yeast
tRNA Phe . J. Biomol. Struct. Dynamics, 7, 235-255

Stelzer, E.H.K. (1989). Considerations on the intermediate
optical system in confocal microscopes. In The Handbook
of Biological Confocal Microscopy: ed. Pawley, J.; IMR
Press, University of Wisconsin, pp. 83-92

T

Stelzer, E.H.K.
Bacallao, R. (1989). Confocal fluorescence microscopy of epithelial cells. SPIE, 1028, 167-168
100

Tadros, M.H. & Waterkamp. K. (1989). Multiple copies
of the coding regions for the light harvesting B800-850
alpha-polypeptide and beta-polypeptide are present in
the Rhodopseudomonas palustris genome. EMBO J., 8,
1303-1308

Tadros, M.H., Garcia, A.F., Gadon, N. & Drews, G. (1989).
Characterization of a pseudo-B870 light harvesting complex isolated from the mutant strain ala pho- of Rhodobacter capsulatus which contains B800-850-type polypeptides. Biochim. Biophys. Acta, 976, 161-167
Tebb, G. & Mattaj, loW. (1989). The Xenopus laevis U2
gene distal sequence element (enhancer) is composed
of four subdomains than can act independently and are
partly functionally redundant. Mol. Cell. Bioi., 9, 16821690
Thomas, D.J. (1989). Calibrating an area-detector diffractometer: imaging geometry. Proc. Roy. Soc., 425A, 127169
Thomas, D.J. (1989). A false-colour look-up table for images of large dynamic range. Appl. Cryst., 22, 498-499
Tooze, J., Hollinshead, M, Fuller, S.D., Tooze, S.A. &
Huttner, W.B. (1989). Morphological and biochemical evidence showing neuronal properties in AtT-20 cells and
their growth cones. Eur. J. Cell Bioi., 49, 259-273
Tooze, J., Kern, H.F., Fuller, S.D. & Howell, K.E. (1989).
Condensation-sorting events in the rough endoplasmic
reticulum of exocrine pancreatic cells. J. Cell Bioi., 109,
35-50
Tougard, C., Nasciutti, L.-E., Picart, R., Tixier-Vidal, A.
& Huttner, W.B. (1989). Subcellular distribution of secretog ran ins I and II in GH3 rat tumoral prolactin (PRL) cells
as revealed by electron microscopic immunocytochemistry. J. Histochem. Cytochem., 37, 1329-1336
Tournie-r, F., Karsenti, E. & Bornens, M. (1989). Parthenogenesis in Xenopus eggs injected with centrosomes from
synchronized human lymphoid cells. Devr BioI., 136,321329
Towns Andrews, E., Berry, A., Bordas, J., Mant, G.R.,
Murray, P.K., Roberts, K., Sumner, I., Worgan, J.S., Lewis,
R. & Gabriel, A. (1989). Time resolved x-ray diffraction
station - x-ray optics, detectors, and data acquisition. Rev.
Sci. Instruments, 60, 2346-2349

Tramontano, A., Frigerio, F. & Bolognesi, M. (1989). Computer graphics: a powerful tool for molecular biotechnologies. Chimica Oggi, 7, 27-34
Treffry, A., Harrison, P., Luzzago, A. & Cesareni, G. (1989).
Recombinant H-chain ferritins - effects of changes in the
3-fold channels. FEBS Lett., 247, 268-272
Trotter, J., Boulter, C.A., Sontheimer, H., Schachner, M. &
Wagner, E.F. (1989). Expression of v-src arrests murine
glial cell differentiation. Oncogene, 4, 457-464
Tucker, A.D., Baty, D., Parker, M.W., Pattus, F., Lazdunski, C. & Tsernoglou, D. (1989). Crystallographic phases
through genetic engineering: experiences with colicin A.
Prot. Engineer., 2, 399-405
Tuomikoski, T., Felix, M.-A., Doree, M. & Gruenberg, J.
(1989). Inhibition of endocytic vesicle fusion in vitro by
the cell-cycle control protein kinase cdc2. Nature, 342,
942-945

u
Ulug, E.T., Garry, R.F. & Bose, H.R. Jr. (1989). The role
of monovalent cation transport in Sindbis virus maturation
and release. Virology, 172, 42-50

v
Vallejo, C. G. & Serrano, R. (1989). Physiology of mutants
with reduced expression of plasma membrane H+ -ATPase.
Yeast, 5, 307-319
Van Unen, R.F., Bosshard, H.E., Postma, J.P.M. & van
der Wal, A.J. (1989). Softwarp to generate the Hierarchical
Extended Binary Protein Data Bank. Report of a practical
training period at EMBL (Aug-Nov 1988)
Vaux, D. (1989). On the production of anti-idiotype antibodies. Techniques, 2, 18-22
Vaux, D. (1989). On the use of in vitro immunization for
the production of monoclonal antibodies. Techniques, 2,
23-29
101

Vaux, D., Tooze, J. & Fuller, S. (1989). Identification of an
intracellular receptor for the KDEL retention signal. J. Cell
BioI., 109, 99

White, S. W., Appelt, K., Wilson, K.S. & Tanaka, I. (1989).
A protein structural motif that bends DNA. Proteins: Structure, Function and Genetics, 5, 281-288

Vellieux, F.M.D., Huitema, F., Groendijk, H., Kalk, K.H.,
Frank, J., Jongejan, J.A., Duine, J.A., Petratos, K., Drenth,
J. & Hoi, W.G.J. (1989). Structure of quinoprotein methylamine dehydrogenase at 2.25 A resolution. EMBO J., 8,
2171-2178

Wiedenmann, B. & Huttner, W.B. (1989). Synaptophysin
and chromogranins/secretogranins - widespread constituents of distinct types of neuroendocrine vesicles and
new tools in tumor diagnosis. Virchows Archiv B. Cell.
Pathol., 58, 95-121

Vergeer, C., Postma, J.P.M. & Bryan, R. (1989). A study
in automatic electron density fitting algorithms. Report of a
practical training period at EMBL (May-July 1989)
Vingron, M. & Argos, P. (1989). A multiple sequence
alignment algorithm with improved sensitivity. CABIOS, 5,
115-121
Voorintholt, R., Kosters, M.T., Vegter, G., Vriend, G. &
Hoi, W.G.J. (1989). A very fast program for visualizing
protein surfaces, channels and cavities. J. Mol. Graphics,
7, 243-245
Voss, H., Schwager, C., Kristensen, T., Duthie, S, Olsson,
A., Erfle, H., Stegemann, J., Zimmermann, J. & Ansorge,
W. (1989). One-step reaction protocol for automated DNA
sequencing with T7 DNA polymerase results in uniform
labelling. Meth. Mol. Cell. BioI., 4, 2.1
Voss, H., Schwager, C., Wirkner, U., Sproat, B., Zimmermann, J., Rosenthal, A., Erfle, H., Stegemann, J. &
Ansorge, W. (1989). Direct genomic fluorescent on-line
sequencing and analysis using in vitro amplification of
DNA. Nucl. Acids Res., 17, 2517-2527

w
Wagner, E.F., Williams, R.L. & ROther, U. (1989). c-fos and
polyoma middle T oncogene expression in transgenic mice
and embryonal stem cell chimeras. In Cell to Cell Signals
in Mammalian Development. NATO ASI series, H26: eds.
de Laat, S., Bluemink, J.G. & Mummery, C.L.; Springer,
Berlin, pp. 301-310
102

Wilson, K.S. (1989). Synchrotron beamlines at the EMBL
Outstation in Hamburg. In Synchrotron Radiation in Structural Biology: ed. Sweet, R.M. & Woodhead, A.D.; Plenum,
New York, pp. 47-53
Wilson, K.S., Tanaka, I., Appelt, K. & White, S.W. (1989).
Double-stranded DNA binding protein HU. In Synchrotron
Radiation in Structural Biology: ed. Sweet, R.M. & Woodhead, A.D.; Plenum, New York, pp. 133-140

z
Zeller, R., Jackson-Grusby, L. & Leder, P. (1989). The
limb deformity gene is required for apical ectodermal ridge
differentiation and anteroposterior limb pattern formation.
Genes and Dev., 3, 1481-1492
Zerial, M., Toschi, L., Rysek, R.-P., Schuermann, M.,
MOiler, R. & Bravo, R. (1989). The product of a novel
growth factor activated gene, fosB, interacts with JUN
proteins enhancing their DNA binding activity. EMBO J.,
8, 805-813
Zimmermann, J., Voss, H., Kristensen, T., Schwager, C.,
Stegemann, J., Erfle, H. & Ansorge, W. (1989). Automated
preparation and purification of M13 templates for DNA
sequencing. Meth. Mol. Cell. BioI., 1, 29-34
EMBL Data Library Releases
Data Library Staff (1989). EMBL Data Library Release
Notes and User Manual, Releases 18,19,20,21

8airoch, A. and Data Library Staff (1989). SWISS-PROT
Release Notes and User Manual, Releases 10,11,12

Patents applied for and granted in 1989
Lanio, S. & Haider, M. (1989). Multipolelement, Deutsches
Patentamt, Nr. P 39 01 980.2
Sproat, 8.S. (1989). Application of 2-tert.-alkylimino-2di-C1-4 -alkylamino-1 ,3-di-C1_a-alkyl-perhydro-1,3,2-diazaphosphorin for O-substitution reactions of ribonucleosides.
FRG pat. appl. nrs. P 39 06 864.1 and P 39 15 462.9
Sproat, 8.S. & Pieles, U. (1989). New nucleotide derivatheir preparation and their use. FRG pat. appl. nr. P
39 28 900.1
Groups of Ansorge, W. & Sproat, B. (a) Apparatus for sequential chemical reactions (DNA synthesizer). European
appl. EP 89 906 098.2
(b) Device for injection of very small amounts of samples
into cells. EMBL; USA patent Nr. 4, 836, 244
(c) Procedure and device for M 13 template purification.
EM8L; European appl. PCT/EP088/00659

(d) Process for sequencing nucleic acids (II-enzymatic
technique). U.S.A. pat. appl. based on P 3841 565.8

EMBL Ph.D. Theses
Brandli, A. W. (1989). Molecular analysis of endocytic
traffic in polarized epithelial cells: recycling through the
trans-Goigi network and transcytosis of apical cell surface glycoproteins. Inaugural-Dissertation zur Erlangung
der Wurde eines Doktors der Philosophie vorgelegt der
Philosophisch-Naturwissenschaftlichen Fakultat der Universitat Basel.
Brown, R.S. (1989). Structural investigation of the Xenopus
7S ribonucleoprotein complex. Thesis submitted to the University of London for the Degree of Doctor of Philosophy
in the Factulty of Science.
Fuhrmann, U. (1989). Das Transformationspotential des
fms-Onkogens im hamatopoietischen System des
Huhnes. Inaugural-Dissertation zur Erlangung der Doktorwurde der Naturwissenschaftlich-Mathematischen Gesamtfakultat der Ruprecht-Karls-Universitat Heidelberg.
Konings, D.A.M. (1989). Pattern analysis of RNA secondary structure. A bioinformatic approach. Ph.D. Thesis,
Rijksuniversiteit Utrecht.

103

Seminars-Heidelberg

U. Blasi (College Station, TX)
Dual translation initiation sites control function of "
s gene

C.P. Buhrle (Heidelberg, Fed. Rep. of Germany)
Renin release: Some peculiar aspects of the secretory pathway
A. Engel (Basel, Switzerland)
Scanning microscopy of biomacromolecules
A. Nicolas (Orsay, France)
Identification of an initiation site for meiotic recombination in yeast

P.A. Temussi (Naples, Italy)
Conformation-activity relationship in J.L and 6 opioid
peptides

A. Holzenburg (Basel, Switzerland)
Complex membrane proteins

P. Bauerle (Boston, MA)
Characterization of IKB, an inhibitor of the NF-KB
transcription factor

R. Sitia (Genova, Italy)
Post-translational regulation of immunoglobulin production during B-cell differentiation

S. Jentsch (TObingen, Fed. Rep. of Germany)
Genetic analysis of the ubiquitin system

LB. Dawid (Bethesda, MD)
Molecular analysis of embryonic induction

F. Winkler (Basel, Switzerland)
The structure of EcoRV endonuclease at 2.5 A resolution

M. Fujinaga (Groningen, Netherlands)
Application of molecular dynamics to crystallographic refinement

S. Diekmann (Gottingen, Fed. Rep. of Germany)
DNA curvature

R. Doolittle (San Diego, CA)
Evolution of retroviruses

W. Risau (Martinsried, Fed. Rep. of Germany)
Growth and differentiation of endothelial cells

S.A. Aaronson (Bethesda, MA)
Growth factor triggered pathways in human cancer

M. Crumpton (London, GB)
p68: a member of the lipocortin/calpactin family of
proteins

M.-T. Nicolas (Paris, France)
Immunocytochemistry after fast-freeze fixation and
freeze substitution: studies applied to bioluminescent organisms

W. Arnold (Berlin-Buch, Oem. Rep. of Germany)
Studying the hamster papova-virus in transgenic
mice

M. Eigen (Gottingen, Fed. Rep. of Germany)
Darwin revisited

A.V. Teplyakov (Moscow, USSR)
Refined crystal stl'ucture of thermitase, a thermostable subtilisin protease, at 1.7 A resolution

T. Ceska (Montreal, Canada)
Electron crystallographic analysis of purple membrane

M. Rosbash (Waltham, MA)
Commitment to the splicing pathway and premRNA transport from nucleus to cytoplasm in yeast

A. Poustka (Heidelberg, Fed. Rep. of Germany)
Analysis of human mutations by long range cloning
and mapping techniques

104

S. Sterrer (Martinsried, Fed. Rep. of Germany)
Biosynthesis of ependymins in different vertebrates
S. Gunderson (Madison, WI)
Identification and purification of transcription factors
binding to the human U1 promoter
M. Schliwa (Berkeley, CA)
Microtubule dynamics and organelle transport

K. Popper (London, GB)
The all-important role of theory, with application to
the theory of biochemical evolution
H. Lodish (Cambridge, MA)
Multiple glucose transport and anion exchange protein - a molecular physiology

S. Kornfeld (St. Louis, MO)
Trafficking of lysosomal enzymes in animal cells

O. Huylebroeck (Gent, Belgium)
The biology of the fertility hormone inhibin, a member of the TGFb family: processing of the ,a-chain
dimer (activin or erythroid differentiation factor)

L.H. Rome (Los Angeles, CA)
Vaults: A highly conserved, novel cytoplasmic ribonucleoprotein particle

J. Jiricny (Basel, Switzerland)
5' -methyl-cytosine: a link between gene regulation
and mismatch correction in higher eukaryotes

H. Noll (Honolulu, HI)
Cell surface glycoproteins with morphogenetic cel'adhesion activity in the sea urchin and Drosophila

G.W. Both (Sydney, Australia)
The signal peptide of the rotavirus VP7 glycoprotein
is essential for its retention in the ER

J. Pradel (Marseille, France)
LAg nuclear phosphoprotein involved in cell division
during Drosophila development

A. Kortekangas (Helsinki, Finland)
Solving computation problems in parallel - implications on computer architecture

J.-L. Popot (Paris, France)
Microsurgery on a membrane protein: Mapping
the sequence of bacteriorhodopsin to the structure using neutron diffraction by hybrid renatured
molecules

J. Wilson (Princeton, N.J.)
Neoplasia in transgenic mice harbouring Epstein
Barr virus latent genes

G. Oraetta (Cold Spring Harbor, N.Y.)
Mitotic activation of the cdc2 protein kinase: a complex chain of biochemical interactions

W. Welte (Freiburg, Fed. Rep. of Germany)
Crystallization of membrane proteins, development
of new detergents and a 6 A electron density map
of porin from R.capsulatus

R. Colonno (West Point, PA)
Molecular cloning and characterization of the cellular receptor for human rhinoviruses

A. Oi Pietro (Lyon, France)
Structure-function relationships in the yeast Schizosaccharomyces pombe F1-ATPase either solubilized or integrated inside the mitochondrial membrane ATPsynthase-ATPase complex

R. Hallberg (Iowa City, IA)
Characterization of an essential, heat-induced mitochondrial matrix protein, possibly involved in macromolecular assembly

R.K. Saiki (Emeryville, CA)
PCR and its applications in molecular biology

S. Gardner (London, GB)
Birkbeck integrated protein engineering database

H. Heller (Munich, Fed. Rep. of Germany)
Molecular dynamics simulation on a multi-transputer system
105

C. Cabrera (Cambridge, GB)
Scute, a family of transcription factors responsible
for the onset of a cell differentiation program me
during neurogenesis

R.H. Michell (Birmingham, GB)
Inositol lipids and phosphates in cell regulation?

B. Burke (Boston, MA)
Membrane dynamics in mitotic cells

R.M. Glaeser (Berkeley, CA)
Progress towards interpretable three-dimensional
density maps in high-resolution electron microscopy

D. Kioussis (London, GB)
Thymus directed gene expression in transgenic
mice

R. Vale (San Francisco, CA)
Kinesin and dynein: Tales of two microtubule motors

N. Cowan (New York, N.Y.)
Dissection and functional analysis of tubulin isotypes and microtubule-associated proteins using
specific antisera

P. Ingham (Oxford, GB)
The genetic analysis of pattern formation
Drosophila

w.

Birchmeier (Essen, Fed. Rep. of Germany)
Molecular aspects of tumour cell invasion

R. Chiquet-Ehrismann (Basel, Switzerland)
Identification of functional and structural domains in
the extracellular matrix protein tenascin by monoclonal antibodies
B. Geiger (Rehovot, Israel)
Transmembrane interactions of cell contact- associated molecules
G. Brady (Toronto, Canada)
Total cDNA amplification from small numbers of
haemopoietic cells
W. Earnshaw (Baltimore, MD)
Use of antibodies to identify and clone proteins
of the inner and outer centromere of metaphase
chromosomes

in

N. Unwin (Cambridge, GB)
Three-dimensional structure of the acetylcholine receptor and its response to agonists
R. Fletterick (San Francisco, CA)
Analysis of trypsin variants by x-ray crystallography
A. Rodriguez-Navarro (Madrid, Spain)
Transport of K+ and Na+ in Saccharomyces cerevisiae
B.R. Brinkley (Birmingham, AL)
Biology of the centromere: repetitive microtubule
binding segments in the kinetochore of mammalian
chromosomes
E. Rodriguez-Boulan (New York, N.Y.)
Sorting and targeting of apical and basolateral proteins in epithelial cells
M. Matsushima (Osaka, Japan)
The three-dimensional structure of RNaseH

E. Nigg (Epalinges, Switzerland)
Signal transduction from cytoplasm to nucleus: a
role for translocating kinases and shuttling substrates?

A. von Haeseler (Bielefeld, Fed. Rep. of Germany)
Decomposition of metrics. Some results concerning
the VP1-gene of the FMDV-virus

E. Ungewickell (Martinsried, Fed. Rep. of Germany)
Adaptors and assembly proteins in clathrin coated
vesicles

B. Storrie (Blacksburg, VA)
Interphase Goigi apparatus: A "sticky" organelle?
Initial observations from cell fusion experiments

106

J. Garnier (Jouy-en-Josas, France)
The protein stereochemical code: what is its
present status?

M. Hortsch (Berkeley, CA)
The role of neural cell adhesion molecules in the
development of the embryonic nervous system of
Drosophila melanogaster

J. Aqvist (Los Angeles, CA)
Free energy calculations on staphylococcal nuclease catalysis

A. Wlodawer (Frederick, MD)
Structures of two retroviral aspartic proteinases

A. Tavitian (Paris, France)
More and more members of the Ras protein superfamily

R. Crowell (Philadelphia, PA)
Evidence for dual cellular receptors for a host range
variant of Coxsackievirus 83

T. Tokuhisa (Kobe, Japan)
Specific regulation of class II MHC gene expression
by anti-sense RNA

D. Graur (Tel Aviv, Israel)
Compositional factors affecting rate and pattern of
substitution in protein coding genes and pseudogenes.

M. Kanehisa (Kyoto, Japan)
A knowledge base approach for functional prediction of proteins and nucleic acids
P. Stern (Rehovot, Israel)
Normal-mode dynamics of proteins and nucleic
acids

I. Pastan (Bethesda, MD)
Novel anticancer agents created by the fusion of
growth factors and toxin genes
A.L. Hughes (Houston, TX)
Polymorphism and evolution of MHC genes

8. Gumbiner (San Francisco, CA)

Role of cadherins in the biogenesis of epithelial
functions in early Xenopus embryos

E. Racker (Ithaca, N.Y.)
Signal transductions from the plasma membrane to
the nucleus by protein kinases

D.G. Russell (New York, N.Y.)
The parasite Leishmania and the macrophage: a
marriage of inconvenience

E. Pai (Heidelberg, Fed. Rep. of Germany)
Structure and GTPase reaction of the ras oncogene
product p21

S. Stabel (Cologne, Fed. Rep. of Germany)
Expression and characterization of protein kinase C
family members and c-raf kinase using baculo virus

N. Modyanov (Moscow, USSR)
Current view of the structural organization of the
sodium pump

T. Papavassiliou (New York, N.Y.)

H.R. Horvitz (Cambridge, MA)
Genes that control aspects of nematode development

I. Mellman (New Haven, CT)
Molecular interactions during endocytosis

R. Jahn (Martinsried, Fed. Rep. of Germany)
Towards a molecular understanding of neurotransmitter storage and release

Herpes virus gene expression: interaction of virus
DNA with host and viral proteins

M. Sheetz (S1. Louis, MO)
Organelle transport and surface glycoprotein mobility

E. Sztul (New Haven, Conn.)
Transcellular traffic in polarized cells
107

S. Mian (La Jolla, CA)
Antibody-antigen interactions: amino acid movements to accommodate antigen binding

P. Bash (Cambridge, MA)
Computer simulation of the enzyme reaction in
triosephosphate isomerase

A. Fusco (Naples, Italy)
Isolation of a new oncogene (PTC) from thyroid
papillary carcinomas

R. Henderson (Cambridge, GB)
A model for the structure of bacteriorhodopsin
based on high resolution cryo-electron microscopy

C.L. Smith (New York, N.Y.)
Physical and molecular studies on whole chromosomes

A. Aranda (Madrid, Spain)
Regulation of growth hormone gene expression by
retinoic acid and thyroid hormones

R. Laufer (Paris, France)
Regulation of acetylcholine receptor biosynthesis in
skeletal muscle cells

M. Noordewier (Madison, WI)
Computational linguistic techniques for biological
sequence analysis

B.D. Keiper (Waltham, MA)
Translational control of ribosomal protein synthesis
in Xenopus

G. Walter (San Diego, CA)
Role of protein phosphatase in cell transformation
by polyoma virus

E. Friederich (Paris, France)
Study of the biological function of the actin-binding
protein villin by transfection of its cDNA into cultured
cells

J. Pouyssegur (Nice, France)
Transmembrane signalling pathways controlling cell
growth

L. Regan (Wilmington, DE)
The de novo design of peptides and proteins
E. Norrby (Stockholm, Sweden)
The chemistry of HIV and RS virus site-directed
serology
A. von Gabain (Stockholm, Sweden)
Regulation of mRNA stability in bacterial growth
and development
S.R. Pfeffer (Stanford, CA)
Molecular analysis of protein sorting along the pathway to Iysosomes
N. De Groot (Jerusalem, Israel)
In vitro differentiation of cytotrophoblasts from human placenta
S. Phillips (Leeds, GB)
Structure and function of E.coli met repressor
108

G. Vriend (Heidelberg, Fed. Rep. of Germany)
Mutant prediction
T. Bestor (Cambridge, MA)
DNA modification in mammalian gene control and
reproduction
B. Piiia (Marburg, Fed. Rep. of Germany)
Interaction of transcription factors to the MMTV
regulatory elements organized in nucleosomes
H. E. Gaub (Munich, Fed. Rep. of Germany)
Studies of supported planar lipid protein membranes by means of an atomic force microscope
C.C. Harris (Bethesda, MD)
Oncogenes and tumour suppressor genes in human lung carcinogenesis
F. Schadel (Martinsried, Fed. Rep. of Germany)
Expression of hepadnaviral antigen in salmonella
for oral vaccination

G. Fink (Cambridge, MA)
Cell fusion in yeast: Protein kinases strike again

D. Engel (Evanston, IL)
Trans-acting factors in haemoglobin switching

G. Fink (Cambridge, MA)

M. Farrall (Harrow, GB)
Molecular approaches to Greig cephalopolysyndactyly syndrome, a morphogenetic mutation in
man

Gene duplications in arabidopsis, the 112CV" of the
plant world

M. Siniscalco (Alghero, Italy)
Genetic recombination and viral integration
A. PIOckthun (Martinsried, Fed. Rep. of Germany)
The role of protein folding in protein transport: Studies with ,B-Iactamase and recombinant antibodies

J. Sayers (Gottingen, Fed. Rep. of Germany)

High efficiency site-directed mutagenesis using the
phosphorothioate approach

J. Beckwith (Boston, MA)

Protein secretion and membrane protein topology
in E.coli

H. Mohr (Freiburg, Fed. Rep. of Germany)
Limits to reductionism?
C. Petzelt (lie d'Yeu, France)
Ca 2+ regulatory mechanisms during the cell cycle
R. Ladenstein (Martinsried, Fed. Rep. of Germany)
Structure and function of an icosahedral enzyme
complex: heavy riboflavin synthase from Bacillus
subtilis
M. Eilers (San Francisco, CA)
What is the function of the human MYC protein

M. Rocco (Genova, Italy)
Modelling high molecular weight multidomain proteins as a chain of beads
F. Mavilio (Milan, Italy)
Regulation of human homeobox gene expression
in development and differentiation
P. Pevzner (Moscow, USSR)
Sequencing by hybridization. A computer analysis
T. Kouzarides (Cambridge, GB)
Leucine zippers control DNA binding potential
H. Ponstingl (Heidelberg, Fed. Rep. of Germany)
Mitotic apparatus piecemeal
R. Nobiling (Heidelberg, Fed. Rep. of Germany)
The role of free Ca2+ in stimulus-response coupling
in cells of kidrey arterials
T. Boehm (Cambridge, GB)
T-cell oncogenes identified
translocations

by

chromosomal
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Seminars-Hamburg

R. Liddington (Cambridge, MA)
Structure of SV40 virion

I. Tanaka (Sapporo, Japan)

Crystallographic data collection by image plate

H. Hotani (Kyoto, Japan)
Dynamic microtubules as visualized by dark field
light microscopy
T. Choli {Berlin, (West))
New micromethods for protein characterization
G. Papadopoulos {Berlin, (West))
Neutron scattering on purple membranes: Water
distribution, light dark adaption
L. Sieker (Seattle, WA)
The crystal structure of a 3Fe ferrodoxin
R.J. Fletterick (San Francisco, CA)
Crystallography of trypsin variants
F. Oosawa (Nagoya, Japan)
Actin and sliding
R. Bott (San Francisco, CA)
Structural analysis of subtilisin variants
C.A. Collyer (London, GB)
The elucidation of the mechanism of D-xylose isomerase
P. Wills, (Gottingen, Fed. Rep. of Germany)
Proteinaceous infectious agents: implications for
our view of function and evolution
E. Arutyunyan (Moscow, USSR)
Studies on the structure of proteins at the Institute
of Crystallography, Moscow
110

G. Petsko (Cambridge, MA)
Protein crystallography at atomic resolution on a
millisecond timescale
A. Leslie (Cambridge, GB)
Structure of an antibiotic resistance enzyme
J. Littlechild (Bristol, GB)
Phosphoglycerate-kinase as a test bed system to
study phosphoryl transfer and protein thermostability
D. Stuart (Oxford, GB)
Structure of foot and mouth disease virus

Seminars-Grenoble

C. Hermes (EMBL Hamburg, Fed. Rep. of Germany)
Use of EXAFS to study metal environments in
proteins

F. Azorin (Barcelona, Spain)
DNA conformation variability : in vitro and in vivo

V. Biou (Jouy-en-Josas, France)

Previsions des structures secondaires
proteines et modelisation pour la RMN

des

D.M. Blow (London, GB)
Future prospects for biological molecular structure
analysis
A. Bock (Munich, Fed. Rep. of Germany)
Biosynthesis of seleroproteins

D. Manstein (Barcelona, Spain)
Dictyostelim
Genetic manipulations of the
doscoideum conventional myosin gene
F. Pattus (EMBL Heidelberg, Fed. Rep. of Germany)
Structure and function of a pore forming domain of
colicin A
P. Roesch (Heidelberg, Fed. Rep. of Germany)
Protein active site structures by NMR
B. Roux (Cambridge, MA)
Le transport des ions dans la gramicidine.
partir de la dynamique
Une etude theorique
moleculaire

a

L. Bosch (Leiden, Netherlands)

L. Roux (Geneva, Switzerland)
Effects of defective interfering particles on the
course of the Sendai virus infection

M. Bruschi (Marseille, France)
Un cytochrome multihaemique, Ie cytochrome C.
Structure et mecanisme de transfert d'electrons

C. Sanders (EMBL Heidelberg, Fed. Rep. of Germany)
Protein design

RNA pseudoknots. A universal structural element
of RNA

S. Diekmann (Gottingen, Fed. Rep. of Germany)
Curved DNA

W.V. Shaw (Leicester, GB)
Protein and substrate engineering of chloramphenicol acetyltransferase

M. Fujinaga (Groningen, Netherlands)
Computer simulation and its application to the study
of macromolecules

J.J. Skehel (London, GB)
Receptor binding and membrane fusion by the influenza haemagglutinin

J.-C. d'Halluin (Lille, France)
Cellular transformation by adenoviruses

J. Squire (London, GB)
Synchrotron radiation to follow rapid molecular
movements in biological systems

J. Helliwell (Manchester, GB)
X-ray analysis using the Laue method and the
prospects for time-resolved structure studies
E. di Mauro (Rome, Italy)
Topology-dependent DNA-protein interactions :
DNA topoisomerase I, nucleosomes, RNA polymerase II

J.A. Subirana (Barcelona, Spain)
Conformational versatility of DNA as revealed by
x-ray diffraction of oligonucleotide crystals
A. Yonath (Hamburg, Fed. Rep. of Germany)
Challenging the three-dimensional structure of ribosomes
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J. Sussman (Rehovot, Israel)

Elimination of radiation damage in protein crystals

P. de Vries (Bilthoven, Netherlands)
Measles virus fusion proteins; purification and immunological characterization

112

Courses 1989

The following courses, workshops and symposium were
held at the EMBL in Heidelberg in 1989:

EMBL Courses

3.9.-9.9.1989

ADVANCED FLUORESCENCE
MICROSCOPY
E. Stelzer & J. De Mey

10.9.-21.9.1989

EXPRESSION OF DNA SEQUENCES
CODING FOR SECRETORY AND
MEMBRANE PROTEINS IN f.COLI
AND IN CELL-FREE SYSTEMS
B. Dobberstein & H. Bujard

6.10.-17.10.1989

LONG RANGE MAPPING AND CLONING
OF MAMMALIAN DNA; LINKING,
JUMPING AND PULSED-FIELD GELS
H. Lehrach, D. Barlow & A. Poustka

15.11.-25.11.1989

DNA SEQUENCING: ADVANCED
APPROACHES,AUTOMATED
METHODS AND ANALYSIS
W. Ansorge, A. Bankier,
G. Volckaert & B. Sproat

23.1 .-27. 1.1989

GENE EXPRESSION
A. Lamond

27.2.-3.3.1989

ONCOGENES, GROWTH CONTROL
AND DIFFERENTIATION
T. Graf

9.10.-20.10.1989

BIOLOGICAL STRUCTURES
AND BIOCOMPUTING
W. KOhlbrandt,
F. Pattus & C. Sander

30.5.-31.5.1989

DNA SEQUENCING
W. Ansorge & J. Stegemann

EMBnet
P. Stoehr

26.8.-30.8.1989

MOUSE MOLECULAR
GENETICS
E. Wagner, & P. Gruss

10.12.-11.12.1989

HIGH RESOLUTION
ELECTRON MICROSCOPY
R. Henderson, W. Kuhlbrandt &
M. Haider

4.12.-9.12.1989

EMBL Workshops

EMBO Courses
5.2.-11.2.1989

DNA-PROTEIN INTERACTIONS
I. Mattaj, P. Monaci,
D. Bohmann, & A. Nicosia

2-1 .5.-30.5.1989

ANTIBODIES IN CELL BIOLOGY
T. Kreis, B. Burke & J. De Mey

12.6.-17.6.1989

MICROINJECTION AND ELECTROTRANSFECTION OF CELLS
W. Ansorge, R. Pepperkok &
A. Smith

14.8.-24.8.1989

CRYO-SECTION IMMUNOLABELLING
AND QUANTITATION
G. Griffiths

EMBO Workshop
2.10.-5.10.1989

PATIERNS IN PROTEIN
SEQUENCE AND STRUCTURE
P. Argos, P. Bayley, & W. Taylor

EMBO Annual Symposium 1989
18.9.-21.9.1989

MOLECULAR COMMUNICATION
IN HIGHER PLANTS
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Collaborative Projects with other Laboratories
Staff ·member

Collaborator

Laboratory

Country

K. Simons

E. Lehtonen .& L. Saxen

Univ. of Helsinki, Helsinki

Finland

K. Simons

K. Sandhoff & W. Manheller

Univ. of Bonn, Bonn

Fed. Rep. Germany

B. Dobberstein

N. Koch

DKFZ, Heidelberg

Fed. Rep. Germany

B. Dobberstein

S. Prehn

Humboldt University, Berlin

GDR

B. Dobberstein

T. Rapoport

Central Inst. f. Mol. BioI. of the
Academy of Science, Berlin

GDR

W. Huttner

H. 80denmOller

Boehringer-Mannheim, Tutzing

Fed. Rep. Germany

W. Huttner

M.80wnes

Univ. of Edinburgh, Edinburgh

U.K.

W. Huttner

P. De Camilli

Yale University, New Haven

USA

W. Huttner

E. Degryse

Transgene, Strasbourg

France

W. Huttner

G. Kreil

Inst. of Molecular Biology, Salzburg

Austria

W. Huttner

K. Naujoks

Boehringer-Mannheim, Tutzing

Fed. Rep. Germany

W. Huttner

P. Rosa

Univ. of Milan, Milan

Italy

W. Huttner

J.G. Scammell

Univ. of South Alabama, Mobile

USA

W. Huttner

H.C. Schaller

2MBH, Heidelberg

Fed. Rep. Germany

W. Huttner

8. Spruce

Imperial College, London

U.K.

W. Huttner

A. Tixier-Vidal

College de France, Paris

France

W. Huttner

J. van Mourik

CLB, Amsterdam

Netherlands

W. Huttner

B. Wiedenmann

Univ. of Heidelberg, Heidelberg

Fed. Rep. Germany.

W. Huttner

A. Zanini

Univ. of Milan, Milan

Italy

J. Gruenberg &
B. Hoflack

A. Aspnas

Univ. of Turku, Turku

Finland

J. Gruenberg &
B. Hoflack

M. Doree

CNRS-CRBM, Montpellier

France

J. Gruenberg &
B. Hoflack

J. Giossl

Centre for Applied Genetics, Vienna

Austria

Cell Biology
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Staff member

Collaborator

Laboratory

Country

J. Gruenberg &
B. Hoflack

S. Kornfeld

Washington University, St Louis

USA

J. Gruenberg &
B. Hoflack

P. Lobel

Centre for Advanced Biotechnology,
Piscataway

USA

E. Soini, L Hemmila

Wallac Oy, Turku

Finland

J. Gruenberg &
B. Hoflack

J. Ugelstad

Univ. of Trondheim, Trondheim

Norway

T. Kreis

S. Bonatti

Univ. of Naples, Naples

Italy

T. Kreis

J. Donaldson & R. Klausner

NIH, Bethesda

USA

T. Kreis

E. Friederich & D. Louvard

Pasteur Inst., Paris

France

T. Kreis

H.P. Hauri

Biozentrum, Basel

Switzerland

T. Kreis

J. C. Perriard

ETH, Zurich

Switzerland

T. Kreis

B. Storrie

Virginia Polytechnic, Blacksburg

USA

E. Karsenti

A. Adoute

CNRS, Orsay

France

E. Karsenti

J. Avila

Univ. of Madrid, Madrid

Spain

E. Karsenti

M. Bornens

CNRS Lab. of Mol. Genetics, Gif-surYvette

France

E. Karsenti

P. Cohen

University of Dundee, Dundee

U.K.

E. Karsenti

M. Doree

CNRS Centre of Macromolecular Biochemistry, Montpellier

France

E. Karsenti

T. Hunt

Univ. of Cambridge, Cambridge

U.K.

E. Karsenti

P. Nurse

Univ. of Oxford & ICRF,
Oxford & London

U.K.

G. Griffiths

N. Andrews

New York Univ. Med. Center, New York

USA

G. Griffiths

H. Beug

IMP, Vienna

Austria

G. Griffiths

S. Gordon

Oxford Univ., Oxford

U.K.

G. Griffiths

S. Kornfeld

Washington Univ., St. Louis

USA

G. Griffiths

M. Marsh

Chester Beatty Inst., London

U.K.

G. Griffiths

K. Mostov

Univ. of California, San Francisco

USA

J. Gruenberg &
B. Hoflack

& K. Blomberg
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Staff member

Collaborator

Laboratory

Country

G. Griffiths

W. Neupert

Univ. of Munich, Munich

Fed. Rep. Germany

G. Griffiths

A.Oprins

Univ. of Utrecht, Utrecht

Netherlands

G. Griffiths

S. Rabinowitz

Oxford Univ., Oxford

U.K.

G. Griffiths

P. Rottier

Univ. of Utrecht, Utrecht

Netherlands

G. Griffiths

J. Slot

Univ. of Utrecht, Utrecht

Netherlands

G. Griffiths

B. Storrie & Y. Deng

Virginia Polytechnic, Blacksburg

USA

T. Graf

D. LePrince

Inst. Pasteur de Lille, Lille

France

T. Graf

J. Lipsick

State Univ. New York, Stony Brook, N.Y.

USA

U. Ruther

K. Beyreuther

2MBH, Heidelberg

Fed. Rep. Germany

U. Ruther

P. Charnay

Lab. of Molecular Genetics, Paris

France

U. Ruther

W. Franke

DKFZ, Heidelberg

Fed. Rep. Germany

U. Ruther

D. Komitowski

DKFZ, Heidelberg

Fed. Rep. Germany

U. ROther

B. Kyewski

DKFZ, Heidelberg

Fed. Rep. Germany

U. Ruther

M.-G. Mattei

Centre for Medical Genetics, Marseille

France

U. Ruther

W. MOiler

Inst. f. Genetics, Cologne

Fed. Rep. Germany

U. Ruther

J. Schmidt

GSF, Munich

Fed. Rep. Germany

U. Ruther

G. Schutz

DKFZ, Heidelberg

Fed. Rep. Germany

U. Ruther

E. Wagner

IMP, Vienna

Austria

S. Courtneidge

M. Hanley

MRC Mol. Neurobiol. Unit, Cambridge

U.K.

S. Courtneidge

S. Cheng

Integrated Genetics, Framingham

USA

S. Courtneidge

M. Hanley

MRC Molecular
Cambridge

U.K.

S. Courtneidge

E. Wagner

IMP, Vienna

Austria

O. Fasano

A. Parmeggiani

Ecole Polytechnique, Palaiseau

France

O. Fasano

V. Bocchini

University of Naples, Naples

Italy

Differentiation
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Biology

Laboratory,

Collaborator

Laboratory

Country

D. Tsernoglou

S. Bhakdi

University of Giessen, Giessen

Fed. Rep. Germany

D. Tsernoglou

M. Crumpton & R. Newman

ICRF, London

U.K.

D. Tsernoglou

S. Emery

Soc. f. Biotechnol. Res., Braunschweig

Fed. Rep. Germany

D. Tsernoglou

M. Harter

Cleveland Clinic, Cleveland

USA

D. Tsernoglou

P. v.d. Vliet

Univ. of Utrecht, Utrecht

Netherlands

D. Suck

W. Kabsch, E.F. Pai
& K.C. Holmes

MPI for Medical Research, Heidelberg

Fed. Rep. Germany

D. Suck

A.F. Worrall & B. Connolly

Univ. of Southampton, Southampton

U.K.

F. Pattus

D. Baty & C. Lazdunski

CNRS Mol. Biological Centre, Marseille

France

F. Pattus

T. Buckley

Univ. of Victoria, Victoria

Brit. Columbia

F. Pattus

A. Charbit & M. Hoffnung

Pasteur Institute, Paris

France

F. Pattus

T. Pugsley

Pasteur Inst., Paris

France

F. Pattus

P. Timmins

ILL, Grenoble

France

S. Fuller

D. Bamford

Univ. of Helsinki, Helsinki

Finland

S. Fuller

A. van Brunnen

2MBH, Heidelberg

Fed. Rep. Germany

S. Fuller

R. Burnett

Wistar Inst., Philadelphia

USA

S. Fuller

N. Dimmock

Univ. of Warwick,Warwick

U.K.

S. Fuller

D. Ganem

Univ. of California, San Francisco

USA

S. Fuller

H. Kern

Philipps University, Marburg

Fed. Rep. Germany

S. Fuller

M. Nassel, F. Birnbaum
& H. Schaller

2MBH, Heidelberg

Fed. Rep. Germany

R. Serrano

E.W. Weiler

Ruhr-Univ., Bochum

Fed. Rep. Germany

R. Serrano

R. Perona

Inst. of Biomedical Research, CSIC,
Madrid

Spain

R. Serrano

F. Portillo

Dept. of Biochemistry, Univ. Autonoma,
Madrid

Spain

R. Serrano

P. Eraso

Dept. of Biochemistry, Univ. Autonoma,
Madrid

Spain

Staff member
Biological Structures
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Staff member

Collaborator

Laboratory

Country

K. Leonard

M.C. Reedy

Duke University, Durham

USA

K. Leonard

H. Weiss & G. Hofhaus

Univ. of Dusseldorf, Dusseldorf

Fed. Rep. Germany

W. Kuhlbrandt

K.H. Downing &
R.M. Glaeser

Univ. of California, Berkeley

USA

P. Metcalf

M. Adrian

Univ. of Lausanne, Lausanne

Switzerland

P. Metcalf

H. Haupt & S. Baudner

Behringwerke, Marburg

Fed. Rep. Germany

P. Metcalf

D. Russel

New York Univ., New York

USA

P. Metcalf

T. Seebeck

Univ. of Bern, Bern

Switzerland

R. Wierenga

W.G.J. Hal

Univ. of Groningen, Groningen

Netherlands

R. Wierenga

H. Kessler & R. Osowski

Technical Univ., Munich

Fed. Rep. Germany

R. Wierenga

W.-H. Kunau

Ruhr-Univ., Bochum

Fed. Rep. Germany

R. Wierenga

J. Martial

University of Liege, Liege

Belgium

R. Wierenga

W.J.H.M. Moller &
R. Amons

Univ. of Leiden, Leiden

Netherlands

R. Wierenga

K. Muller

Hoffmann-La Roche, Basel

Switzerland

R. Wierenga

F.R. Opperdoes &
P.A.M. Michels

ICP, Brussels

Belgium

R. Cortese

C. Abbott & S. Pavey

Univ. College, London

U.K.

R. Cortese

S. Cerenghini & M. Yaniv

Inst. Pasteur, Paris

France

R. Cortese

G. Ciliberto

Univ. of Naples, Naples

Italy

R. Cortese

R. Lovell-Badge

MRC, Mill Hill, London

U.K.

R. Cortese

M.Tripodi

Univ. of Rome, Rome

Italy

R. Cortese

V. Zannis

Children Hospital, Boston

USA

I. Mattaj

J.M. Egly

CNRS, INSERM and Faculty of
Medicine, Strasbourg

France

I. Mattaj

A. Krol

IRBfvl du CNRS, Strasbourg

France

Gene Expression
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Staff member

Co Iiaborator

Laboratory

Country

I. Mattaj

J. Steitz

Yale University, New Haven

USA

I. Mattaj

S. Tanaka

UCLA, Los Angeles

USA

I. Mattaj

W. v. Venrooy

Univ. of Nijmegen, Nijmegen

Netherlands

I. Mattaj

P. v.d. Vliet

Univ. of Utrecht, Utrecht

Netherlands

H. Stunnenberg

A. Munoz

CSIC, Madrid

Spain

H. Stunnenberg

G. Schutz & W. Schmitt

DKFZ, Heidelberg

Fed. Rep. Germany

H. Stunnenberg

H. de The & A. Dejean

Inst. Pasteur, Paris

France

H. Stunnenberg

B. Vennstrom

Karolinska Inst., Stockholm

Sweden

H. Stunnenberg

P. v.d. Vliet

Univ. of Utrecht, Utrecht

Netherlands

M.W. Hentze

S.W. Caughman

Nat. Cancer Inst., Bethesda

USA

M.W. Hentze

N. de Groot & A. Hochberg

Hebrew University, Jerusalem

Israel

M.W. Hentze

A. Kulozik

Univ. of Ulm, Ulm

Fed. Rep. Germany

M.W. Hentze

G. Shaw

Genetics Institute, Cambridge, MA

USA

Physical Instrumentation
M. Haider

B. Bohrmann, E. Kellenberger & W. Villinger

Biozentrum, Basel

Switzerland

W. Tichelaar

M.G. van Heel

Fritz Haber Institute, Berlin

Fed. Rep. Germany

H. Heumann

MPI f. Biochemistry, Munich

Fed. Rep. Germany

W. Tichelaar

S. Trachtenberg

Hadassah Med. School, Jerusalem

Israel

W. Tichelaar

T. Wichertjes & E.F.J. van
Bruggen

Univ. of Groningen, Groningen

Netherlands

W. Tichelaar

H. Zentgraf

DKFZ, Heidelberg

Fed. Rep. Germany

C. Boulin

E. Delain

Institut Gustave-Roussy, Villejuif

France

C. Boulin

C. Riekel

ESRF, Grenoble

France

C. Boulin

H. Stuhrmann

Univ. of Mainz, Mainz & HASYLAB,
Hamburg

Fed. Rep. Germany

C. Boulin

P. Vachette & J-F. Legrand

LURE,Orsay

France

. W. Tichelaar
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Staff member

Collaborator

Laboratory

Country

C. Boulin

H.G. Zachmann

Univ. of Hamburg, Hamburg

Fed. Rep. Germany

E. Stelzer

M.-H. Bra

Univ. d'Orsay, Orsay

France

E. Stelzer

C. Cremer

Univ. of Heidelberg, Heidelberg

Fed. Rep. Germany

E. Stelzer

T. Cremer & S. Popp

Inst. f. Human Genetics, Heidelberg

Fed. Rep. Germany

E. Stelzer

A. Draeger & V. Small

Austrian Acad. of Sciences, Salzburg

Austria

E. Stelzer

G. Konig

MPI, Tubingen

Fed. Rep. Germany

E. Stelzer

A. Kuusisto

Bio-City, Turku

Finland

E. Stelzer

R. Muller

Univ. of Heidelberg, Heidelberg

Fed. Rep. Germany

E. Stelzer

A.P. Wunderlich

Technical University, Munich

Fed. Rep. Germany

Biochemical Instrumentation
W. Ansorge

A. Civitello

Baylor College of Medicine, Houston

USA

W. Ansorge

G. De Bellis

CNR-ITBA, Milan

Italy

W. Ansorge

A. Degeorge

Saint-Louis Hospital, Paris

France

W. Ansorge

B. Dworniczak

Inst. f. Human Genetics, Munster

Fed. Rep. Germany

W. Ansorge

F. Eckstein

MPI 1. Exp. Medicine, Gottingen

Fed. Rep. Germany

W. Ansorge

E. Friederich

Inst. Pasteur, Paris

France

W. Ansorge

M.P. Gaub

Inst. of Biological Chemistry, Strasbourg

France

W. Ansorge

W. Just

Univ. of Heidelberg, Heidelberg

Fed. Rep. Germany

W. Ansorge

L. Kittler

Acad. of Science, Jena

GDR

W. Ansorge

T. Kristensen

Univ. of Oslo, Oslo

Norway

W. Ansorge

P. Mombaerts

MIT, Cambridge, MA

USA

W. Ansorge

A. Smith

MRC, Cambridge

U.K.

W. Ansorge

G. Volckaert

Univ. of Leiden, Leiden

Netherlands

W. Ansorge

D. Williams

MPI 1. Exp. Medicine, Gottingen

Fed. Rep. Germany

B. Sproat

E. Carlemalm

Biozentrum, Basel

Switzerland

R. Frank

M. Przybylski

Univ. of Constance, Constance

Fed. Rep. Germany
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Staff member

Collaborator

Laboratory

Country

C. Sander

W. Kabsch

MPI f. Med. Research, Heidelberg

Fed. Rep. Germany

C. Sander

S. Emery

GBF, Braunschweig

Fed. Rep. Germany

C. Sander

C. Frommel

Humboldt University, Berlin

GDR

C. Sander

R. Fusco

ENI Research, Rome

Italy

C. Sander

U. Hobohm

Univ. of Bremen, Bremen

Fed. Rep. Germany

C. Sander

L. Holm

Biotechnical Lab. VFF, Espoo

Finland

C. Sander

J. Milner-White

Univ. of Glasgow, Glasgow

U.K.

C. Sander

M. Piani

ICGEB, Triest

Italy

C. Sander

G. Vriend

Univ. of Groningen, Groningen

Netherlands

R. Omond

C.T. Caskey

Baylor College of Medicine, Houston

USA

R. Omond

J. Devereux

Genetics Computer Group Inc.,
Wisconsin

USA

R. Omond

R.E. Drew

University College, London

U.K.

R. Omond

A-B. Kolstoe

University of Oslo, Oslo

Norway

R. Omond

M. Kroger

Justus-Liebig Univ., GieBen

Fed. Rep. Germany

R. Omond

P. Piper

University College, London

U.K.

R. Omond

C.L. Smith

Human Genome Center, Berkeley

USA

Data Library

A. Bairoch

Dept. of Med. Biochemistry,
Univ. Med. Centre, Geneva

Switzerland

Data Library

P. Bucher

Dept. of Math., Stanford Univ., Stanford

USA

Data Library

D. Davidson

Dept. of Biochem. and Biophys. Sci,
Univ. of Houston, Houston

USA

Data Library

DDBJ

National Inst. of Genetics, Mishima

Japan

Data Library

GenBank

Los Alamos National Laboratory, Los
Alamos

USA

Data Library

Genbank

IntelliGenetics Inc., Mountain View

USA

Data Library

Inst. f. Mol. Pathology, Vienna

Austria

Data Library

Bioregulation Res. Centre, Aarhus

Denmark

Biocomputing
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Laboratory

Country

Data Library

Inst. of Biotechnol., Helsinki

Finland

Data Library

CITI2, Paris

France

Data Library

DKFZ, Heidelberg

Fed. Rep. Germany

Data Library

Inst. of Mol. BioI. and Biotechnol., Heraklion

Greece

Data Library
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Two views of the partially refined structure of seryl-tRNA synthetase (molecular weight 2 X 48,000) from E.coli determined by
x-ray crystallography at the Grenoble Outstation of EMBL. Top:
looking down the dimer 2-fold axis; bottom: looking perpendicular
to the 2-fold axis. For further information see report on p. 180 in
the Research Reports 1989.

