Matrix Assisted Laser Desorption
lonization (MALDI) can go a long way
in helping to establish the protein
map of a specific organism.

The sensitivity of MALDI allows the
determination of the molecular mass
of proteins/glycoproteins after 2D-gel
electrophoresis. This can be achieved
either by elution of the protein from a
membrane after electroblotting or by
direct molecular mass' determination
on the membrane by MALDI with an
infrared laser. The VISION 2000, a
MALDI TOF research system, has
been designed to have both an
Infrared laser as well as the standard
UV laser mounted at the same time.
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Subsequent enzymatic digest of an
individual protein provides a mixture
of peptides which can be directly
mass analyzed by MALDI without
prior separation or cleanup.

Since many of the proteins in
question will be known already,
database search programs like
MASSMAP™ will aid tremendously in
identifying these at this stage.

The amino acid sequence of
individual peptides can then be
determined by Post Source Decay
and Precursor lon Selection directly
out of the enzymatic digest revealing
the subtle differences in
modified proteins.

The VISION 2000 makes all this
power of mass and structure analysis
available at the low picomole to
femtomole range. It should prove an
invaluable tool in the biochemistry lab
of the future.
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tive currently under way, to support Euro-
pean infrastructure facilities in three strate-
gically important areas: bioinformatics,
macromolecular structure, and stock centers
and genetic archives. The need for such
support emerged from discussions in expert
committees invited to advise Commissioner
A. Ruberti on the life sciences in the Euro-
pean Union’s (EU’s) next Framework Pro-
gramme. To ensure multilateral action, the
Commissioner invited national and inter-
national organizations, including EMBL, to
develop a coherent plan of facilities on a
continental scale, irrespective of location or
institutional affiliation. Proposals are to be
submitted and evaluated competitively, by
the EU’s standard procedures. The EMBL
resolution supporting this initiative is as
follows.

It is widely recognised that modern biological
research and biotechnology often depend on un-
impeded access to major service infrastructure
facilities. Examples include databases of macro-
molecular sequence and three-dimensional struc-
ture, facilities for determination of biological
structures at high resolution, and repositories of
mutant animals. Technical developments in re-
cent years have greatly increased the complexity
and cost of these required facilities. Accordingly,
efficiency in resource utilisation and effectiveness
in provision of service now require that these
facilities operate on an international scale. For
maximal added value, these facilities should be
coordinated. With the encouragement of the EU,
a concrete initiative in this direction is emerging
from multilateral discussions, involving national
research organisations and EMBL; it envisages
applying to the EU for support to establish, de-
velop and maintain infrastructures for the benefit
of European life sciences research. The EMBL

Council enthusiastically endorses this initiative,

with the following understandings:

a. Facilities will be accessible to all EMBL as well
as all EU member states.

b. Technical advice will be offered to the coor-
dinating body of the cooperating organisations
by international committees of experts, irre-
spective of nationality, nominated by the or-
ganisations and co-chaired as follows:

@ Bioinformatics: P. Zanella, G. Cameron

® Macromolecular structure: C. I. Briandén, S.
Cusack

® Genetic archives: P. Gruss, P. Rigby

c. The Director-General will participate in the
coordinating body of the cooperating organi-
sations.

d. Two core facilities under this action will be
the existing EBI [European Bioinformatics In-
stitute] and Grenoble OQutstations.

e. As part of the infrastructure initiative, it is
expected that the third core facility will be a
newly established European EU-funded mouse
genetic archive. EMBL notes that a leading
candidate for hosting this archive is the
Monterotondo [Italy] campus. Subject to being
satisfied on the technical, logistic and organi-
sational provisions, with the benefit of advice
from the P. Gruss/P. Rigby expert committee,
EMBL will be happy to support the candidacy
of Monterotondo, considering also the expect-
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ed positive synergy with research groups to be
established on the same campus both by EMBL
and by CNR [Consiglio Nazionale delle
Ricerche]. While welcoming cooperation,
EMBL does not claim control or responsibility
for the genetic archive which will be a distinct
international institution, and incurs no finan-
cial obligation beyond supporting its own four
research groups at Monterotondo.

f. Networks of complementary facilities will be
associated with the three cores; the nodes will
be selected by scientific criteria according to
the functions required, without regard to their
location, which could be in any EU or EMBL
member country.

The second EMBL decision pertains to a
separate, bilateral issue—Italy’s continuing
membership in EMBL. It is in response to
the Italian government’s request that re-
sources previously committed for “regional
groups” in Italy be used to create an inter-
national nucleus of research on mouse ge-
netics at the Monterotondo campus near

Rome. The EMBL decision is as follows.

In the expectation that an EU-supported mouse
genetic archive will be established at Montero-
tondo near Rome, and that CNR will also move
related activities there, EMBL agrees to establish
on the same campus four research groups working
on mouse genetics, subject to the following con-
ditions:

a. Italy remains an EMBL Member State and
contributes its full share of the EMBL Indic-
ative Scheme.

b. These groups are a substitute for the regional
groups committed to [taly by [the] Council in
December 1993 and will be assigned compa-
rable resources.

c. The group leaders will be recruited interna-
tionally, and will be selected by EMBL with
the help of a committee of experts appointed
by the Director-General.

d. The terms of appointments to these groups
will be the same as for other EMBL personnel.

e. Italy undertakes, as necessary, to reach an
appropriate host site agreement with EMBL in
a timely manner.

These decisions are part of EMBL’s con-
tinuing efforts toward cooperative develop-
ment of European molecular biology.

Fotis C. Kafatos

Director-General,

European Molecular Biology Laboratory,
Postfach 10.2209,

D-69012 Heidelberg, Germany

Expressed Sequence Tags

On behalf of the American Society of
Human Genetics, we would like to com-
mend Merck and Company, Inc. for its
decision to support an open policy of data
and reagent sharing for a comprehensive,
publicly available database of human Ex-
pressed Sequence Tags (ESTs) and a cor-
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responding, freely accessible complemen-
tary DNA (cDNA) clone repository. We
believe that this initiative will have a
great positive impact on human genome
research and should significantly acceler-
ate the pace at which genes responsible for
human disease are identified by the basic
biomedical research community.

The speed and scope of this exciting
initiative are particularly noteworthy.
Merck has finalized an agreement with the
Genome Sequencing Center at Washing-
ton University to sequence 400,000 ESTs,
each representing approximately 400 base
pairs of “single pass” sequence, from the 5’
and 3’ ends of 200,000 human cDNA
clones. The clones will be derived from
various tissues and developmental stages
and thus represent a large fraction of the
human gene repertoire. The 3’ end se-
quences will be highly suitable for generat-
ing polymerase chain reaction primer pairs
for successfully probing genomic DNA and
will therefore facilitate the mapping of spe-
cific cDNAs on human chromosomes. The
5’ end sequences will be highly enriched for
open reading frames and will therefore fa-
cilitate identification of human cDNA-
based sequence similarity to proteins of
known function in existing databases. New
cDNA sequences will be submitted on a
daily basis to dbEST (a division of Gen-
Bank at the U.S. National Center for Bio-
technology Information) and made imme-
diately available to the public through Gen-
Bank and its international collaborators,
the European Bioinformatics Institute and
the DNA database of Japan. Furthermore,
the cDNA clones from which the ESTs are
derived will be publicly available and dis-
tributed freely on request. The nonpropri-
etary aspect of EST data and cDNA clone
acquisition and use will maximize the enor-
mous value offered to the biomedical com-
munity by this initiative.

The projected magnitude of the
throughput for EST sequence generation is
impressive and offers great promise for pro-
ductive applications in the immediate fu-
ture. Beginning in January 1995, 6000 to
8000 ESTs per week will be generated and
deposited in the public databases. Thus,
dbEST (which currently contains 32,208
human ESTs) will increase by more than
25,000 ESTs per month over the next 18
months. This rapid growth of data and
clone resources, available to individual in-
vestigators within the biomedical research
community (including industry and aca-
demia), will make repeated periodic homol-
ogy searches for cDNAs of interest an in-
creasingly productive strategy for elucidat-
ing basic biological processes and will ac-
celerate progress in research laboratories
throughout the world.

Public access to a comprehensive EST

database and corresponding cDNA clone

repository is virtually guaranteed to make

connections between basic biological re-

search and mechanisms responsible for hu-

man disease and should do so at an enor-

mous savings in time and resources. We

thank Merck and Company, Inc. for provid-

ing the support and for adopting an open,

nonproprietary policy that assures major ad-
vances in the study of human biology.

Maimon M. Cohen,

President,

American Society of Human Genetics,

Department of Obstetrics and Gynecology,

Division-of Human Genetics,

University of Maryland,

Baltimore, MD 21201-1509, USA

Beverly S. Emanuel,

Chair, Human Genome Committee,*

Department of Human Genetic

Molecular Biology,

Children’s Hospital,

Philadelphia, PA 19104, USA

*Committee Members: Anne Mary Bowcock, Depart-
ment of Pediatrics, University of Texas Southwest
Medical Center, Dallas, TX 75235-8591, USA; Judith
G. Hall, Department of Pediatrics, British Columbia
Children’s Hospital, Vancouver, BC, Canada V6H 3V4;
Philip A. Hieter, Department of Molecular Biology and
Genetics, Johns Hopkins Medical School, Baitimore,
MD 21205-2185, USA; David E. Housman, Center for
Cancer Research, Massachusetts Institute of Technol-
ogy, Cambridge, MA 02139-4307, USA; Julie R. Ko-
renberg, Division of Medical Genetics, Cedars-Sinai
Medical Center, Los Angeles, CA 90048, USA; Jeffrey
C. Murray, Department of Pediatrics, University of
lowa, lowa City, IA 52245, USA; Susan L. Naylor,
Department of Cellular and Structural Biology, Univer-
sity of Texas Health Science Center, San Antonio, TX
78284-7762, USA; Robert L. Nussbaum, Laboratory
of Genetic Disease Research, National Institutes of
Health/National Center for Human Genome Research,
9000 Rockville Pike, Bethesda, MD 20892, USA; Pa-
tricia W. Ward, Institute of Molecular Genetics, Baylor
College of Medicine, One Baylor Plaza, Houston, TX
77030-3411, USA; Stephen T. Warren, 4035 Rollins
Research Center, Howard Hughes Medical Institute,
Emory University, Atlanta, GA 30322, USA.

Crystalline Polymorph
Construction: Correction

In our report “Control of structure and
growth of polymorphic crystalline thin films
of amphiphilic molecules on liquid surfac-
es” (10 June, p. 1566) (1), we stated that
over both 100% liquid formamide and 70%
formamide in water, the amphiphile arachid-
amide without additive forms two major
phases, both of which are multilayers. This
is indeed the case over 100% formamide,
but further analysis indicates that.the phase
of arachidamide without additive over 70%
formamide in water, in which the molecular
chains are aligned with their axes vertical
with respect to the liquid surface and the
carbon backbone planes of neighboring
molecules are orthogonal to one another
(L), is primarily a monolayer, contrary to

SCIENCE e+ VOL.266 ¢ 16 DECEMBER 1994

GET A GENOMIC CLONE WITH
A 75-100kB INSERT IN DAYS
FROM GENOME SYSTEMS’

P1 Prasvip LIBRARY
SCREENING SERVICE

[Human, Mouse(s), Rat, Drosophila]

We also provide a screening service
for human CEPH mega-YACs and
mouse YACs, or you can access these
libraries yourself for less than $300

GenomeSystemsiiic
7166 Manchester Road

St. Louis, Missouri 63143
800—430—0030
314—647—4696
Facsimile: 314 - 647 — 4134

France: Appel gratuit,
0590 - 2104

Germany: Rufen sie uns
an zum ortstarif,
0130-81-9081

UK: Call us free on,

0800 -89 - 3733
Circle No. 12 on Readers’ Service Card






