third deposit of a European sequence, ten
200-kilobase contiguous units, was made to
the European Bioinformatics Institute on 20
June, before Cohen’s article appeared. The
preparation of this contiguous sequence from
individual components took some time, be-
cause it was generated from about 60 cosmid
and bacterial artificial chromosome (BAC)
clones and contained some difficult regions
in terms of sequence complexity. Gene mod-
eling revealed potential frameshifts, which
were all resequenced.

Qur goal of obtaining contiguous se-
quences may result in initial additional
complexities, but it serves the important
purpose of revealing larger-scale features
that are needed for planning a sequencing
strategy. We are now sequencing individual
BACs that will not form a contiguous se-
quence until later this year, when another
three will have been completed. The se-
quences of these individual BACs can be
retrieved from the Martinsried Institute for
Protein Sequences website while annota-
tion is proceeding. This release policy is
consistent with that described in a Memo-
randum of Understanding signed with our
U.S. and Japanese partners last year. The
agreement was put in place after the EU
component of the Arabidopsis Genome
Project began, and it has taken a little time

to align our release policy more closely to
that thought to be required by the Arabi-
dopsis community.

The EU sequencing group knows that, al-
though the release of sequences is a central
aspect of a successful genome project, many of
the more interesting features of plant chromo-
somes are only revealed by tackling the con-
struction of contiguous sequences and dealing
with complex regions as they occur.

Michael W. Bevan
Coordinator, EU Arabidopsis
Genome Project,

John Innes Centre,

Norwich, United Kingdom
E-mail bevan@bbsrc.ac.uk

Response: My article reflected the criticisms
of Bevan’s U.S. collaborators, who had se-
rious misgivings about what they contend
are unnecessary delays in data release.

—Jon Cohen

When Doors Are Closed
at the NRC

Andrew Lawler’s article of 9 May conveys
the impression that the National Research

Council (NRC) holds all of its study com-

mittee meetings behind closed doors. In
fact, the information-gathering meetings
that I organize on behalf of NRC com-
mittees are open to whomever wishes to
attend.

Meetings are closed for only two reasons:
to discuss committee members’ personal fi-
nancial information in order to determine
whether they must be disqualified from ser-
vice because of financial conflicts of inter-
est, and to allow the committee to decide
on its final conclusions and recommenda-
tions. These closed deliberations require
about 20% of the total meeting time of the
committees. It would be extremely damag-
ing to the committee’s work if deliberations
about recommendations were made public
before the committee has achieved a con-
sensus on those recommendations.

The article reports that the National
Academy of Sciences (NAS) is made up
“primarily of elderly, white, and male scien-
tists and engineers.” While the NAS, the
honorary body of scientists under which the
NRC operates, has a long way to go in
increasing its diversity, important efforts are
being made by NRC staff to increase the
diversity of study committees. NRC man-
agement strongly encourages study directors
to appoint women and minority scientists
to committees.

Sponsored by the

MAMMALIAN GENOTYPING SERVICE

National Heart, Lung, and Blood Institute
National Institutes of Health

The AAAS Arctic Division

presents

The Mammalian Genotyping Service is funded by the National Institutes
of Health to assist in linkage mapping of genes which cause or influence
disease. Genotyping is carried out using short tandem repeat
polymorphisms at Marshfield, Wisconsin under the direction of Dr. James
Weber. Capacity of the Service is currently about 3,000,000 genotypes
(DNA samples times polymorphic markers) per year and growing.
Although the Service was initially established for genetic projects dealing
with heart, lung, and blood diseases, the Mammalian Genotyping Service
will now consider all meritorious applications.

To ensure that the most promising projects are undertaken, investigators
must submit brief applications which are evaluated by a scientific
advisory panel. At this time, only projects involving humans, mice or rats
and only projects with > 10,000 genotypes will be considered. There are
no genotyping fees for approved projects. Application deadlines are every
six months.

Upcoming Application Deadlines
September 30, 1997
March 31, 1998

For Application Instructions and additional information contact:

Beth Busscher, Center for Medical Genetics
Marshfield Medical Research Foundation
1000 N. Oak Avenue
Marshfield, Wl 54449
PHONE: (715) 389-3525 FAX: (715) 389-3808
EMAIL: busscheb@mfldclin.edu
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The 1997 Arctic Science
Conference

September 24-27, 1997
Valdez, Alaska

For more information,
visit the AAAS web site at
http://www.aaas.org/aaas/divisions.html

Or contact:
Ted Cooney
President, AAAS Arctic Division
University of Alaska, Fairbanks
Fairbanks, AK 99775-7220
e-mail: cooney@murre.ims.alaska.edu
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Jacqueline A. MacDonald

Senior Staff Officer,

Water Science and Technology Board,
National Research Council,
Washington, DC 20418, USA
E-mail: jmacdona@nas.edu

Telomerase Activity of Reverse
Transcriptase

In their report “Reverse transcriptase mo-
tifs in the catalytic subunit of telomerase”
(25 Apr., p. 561), Joachim Lingner et al.
demonstrate that such motifs are present
in the catalytic subunit of the telomerase
that they purified and identified in Eu-
plotes aediculatus. They show that similar
motifs exist in a homologous yeast gene
and that alteration of these motifs by clas-
sical yeast genetics affects telomere elon-
gation. After mentioning that telomerases
are frequently called “specialized reverse
transcriptases,” they stress that three main
features distinguish them from other re-
verse transcriptases: (i) telomerase uses
only a small portion of its RNA subunit as
a template; (ii) during processive synthesis
of telomeric repeats, the substrate translo-
cates from one end of the template to the

R

other by an as-yet-unknown mechanism;
and (iii) the telomerase protein is stably
associated with its RN A subunit (a feature
also found in retrotransposon reverse
transcriptase).

On the other hand, we have recently
shown that, under specific in vitro condi-
tions, human immunodeficiency virus—type
1 (HIV-1) reverse transcriptase uses a por-
tion of its template RNA to perform a
reiterative synthesis; the substrate then
translocates from one end of the template
motif to the other, and the enzyme main-
tains a stable association with its RNA (I).
On specific template sequences, it is there-
fore sufficient to modify the cationic envi-
ronment (from manganese chloride to mag-
nesium chloride in the reaction buffer) in
order to switch the HIV-1 reverse transcrip-
tase mode of synthesis from a regular one to
a telomerase-like reiterative synthesis (as
described in figure 9 of the report by Ling-
ner et al.).

Thus, HIV-1 reverse transcriptase can
display an appreciable telomerase-like ac-
tivity, indicating that these enzymes are
biochemically closely related.

Miria Ricchetti

Henri Buc

Unité de Physicochimie des Macromolécules
Biologiques, Institut Pasteur,

LETTERS
25 rue du Docteur Roux
75724 Paris Cédex 15, France

E-mail: mricch@pasteur.fr
E-mail: henribuc@pasteur.fr
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Corrections and Clarifications

Because of an editing error, the tricarboxylic acid
(TCA) cycle was incorrectly identified in
Steven Sparks’ letter “The purpose of glycosis”
(27 July, p. 459).

Letters to the Editor

Letters may be submitted by e-mail
(at science_letters@aaas.org), fax (202-
789-4669), or regular mail (Science,
1200 New York Avenue, NW, Washing-
ton, DC 20005, USA). Letters are not
routinely acknowledged. Full addresses,
signatures, and daytime phone numbers
should be included. Letters should be
brief (300 words or less) and may be
edited for reasons of clarity or space.
They may appear in print and/or on the
World Wide Web. Letter writers are not
consulted before publication.

Deadlines

Letter of Intent:
October 15, 1997

Full project submission:
December 1, 1997

Award announcements:
March 1, 1998

John Templeton Foundation
REQUEST FOR PROPOSALS
SCIENTIFIC STUDIES ON FORGIVENESS

The John Templeton Foundation seeks to sponsor

Current Topics in Gene
Expression Systems

1997 Meeting

November 2-5, 1997
Catamaran Resort Hotel, San Diego, California

The 1997 Current Topics in Gene Expression Systems
Meeting will focus on the latest advancements in gene expres-
sion technology. The most recent developments in Pichia pas-
toris, Drosophila, mammalian, and other expression systems will
be discussed. Topics that will be covered include:

Intracellular, Secreted, and Inducible Expression
Posttranslational Modifications

innovative scientific studies in the area of forgiveness.
The Foundation is open to considering a wide range of
approaches and methodologies relevant to this area.
Proposed studies should be scientifically valid and
methodologically rigorous. A more detailed program
description with application forms can be downloaded
from www.templeton.org. Further information on the
John Templeton Foundation can be found on the web
site or contact:

The John Templeton Foundation
“Forgiveness Research”
P.O. Box 8322, Radnor, PA 19087
Phone: (610) 687-8942 Fax: (610) 687-8961
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Transgenics

Scientists are encouraged to present their work at the meeting
in a oral presentation or poster. Registration deadline is
October 2, 1997. For more information about registration or
abstract submission contact Elizabeth Garon or visit the meet-
ing web site at www.invitrogen.com/97gene_expmtg.html.

Contact:
Elizabeth Garon

Phone: (760) 603-7208 / Fax: (760) 603-7201
e-mail: bethg@invitrogen.com

This meeting is cosponsored by
Invitrogen Corporation and

Research Corporation Technologies ”Iml’
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