two-prong approach: compilation and anal-
ysis of existing data and interpretation of
high-resolution satellite data with standard
protocols and definitions.

The success of the 1990 project required
the cooperation of many institutions from
developed and developing countries. Addi-
tional cooperation is required to improve
global assessments and policy decisions with
Forest Resources Assessment 2000.

Sandra Brown

Department of Natural Resources
and Environmental Sciences,
University of Illinois,

Urbana, IL 61801, USA
Raymond L. Czaplewski

Rocky Mountain Research Station,
Forest Service,

U.S. Department of Agriculture,
240 West Prospect Road,

Fort Collins, CO 80526, USA
E-mail: cxap@lamar.colostate.edu
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Reef Check: Complete Agreement

Because a sentence added in a revised ver-
sion of the letter from Thomas J. Goreau et
al. (11 July, p. 165) was not included in the
printed letter, some readers may have
formed the mistaken impression that the
letter meant to criticize the purpose and
value of the Reef Check 1997 project. That
sentence read, “We support expanded citi-
zens’ monitoring efforts, which are impor-
tant for public education and in identifying
early warning signs, but we caution that the
number of people able to correctly distin-
guish between coral diseases from bleaching
and other forms of mortality is vastly less
than that of certifiably accurate bird iden-
tifiers.” The signatories of that letter and
the letter from the organizer of Reef Check,
Gregor Hodgson (11 July, p. 165), are in
complete agreement that complementary
efforts by professionals and trained ama-
teurs, such as Reef Check, are urgently
needed to assess the status of coral reefs
around the world and protect them from
rapidly increasing deterioration by wide-
spread and multiple threats.

For those readers of the earlier article
“Scientists launch survey of reef health” by
Barbie Bischof (News & Comment, 6 June,
p. 1494) who might have otherwise inter-

preted the photo and caption selected by

Science to accompany the article, it should

be clarified that the focus of Reef Check

1997 is to measure key indicators of human

effects on coral reefs, such as numbers of

edible high-value species, as stated in the

article. Reef Check does not include a de-
tailed survey of coral diseases.

Thomas J. Goreau

President, Global Coral Reef Alliance,

1324 Bedford Road,

Chappaqua, NY 10514, USA

E-mail: goreau@earthlink.net
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Corn Genome Initiative
In “Comn genome pops out of the pack”
(News & Comment, 27 June, p. 1960), Jon

Cohen summarizes the June 1997 National
Academy of Sciences colloquium “Protect-
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ing Our Food Supply: The Value of Plant
Genome Initiatives.” The National Com
Genome Initiative, proposing a $143-mil-
lion, 5-year, federally funded research pro-
gram, appears to emphasize basic biological
research, but because corn is known largely
as an agricultural crop, it is likely that the
U.S. Department of Agriculture (USDA)
would finance it. Even with successful legis-
lation, it is unlikely that new money would
become available; instead, it would likely be
funded by diversions from other USDA pro-
grams, such as Hatch formula funds, the
National Rice Institute competitive grants
program, and the Agricultural Research Ser-
vice (ARS) budget. We believe that there
will be serious long-term consequences
should a single-crop genome research initia-
tive be supported at the expense of existing
research infrastructure or mission-oriented
research on many important U.S. food crops.

We support genomic research on impor-
tant cereal crop plants, especially wheat,
comn, and rice, the three main crops on
Earth, in that order. We intend no discredit
to a strong corn genome program, but with-
out concurrent research on other species,
comparative genome structure cannot be
resolved. Transfer of research results from
comn to other cereals will not be automatic.
Each crop has unique gene complexes and

characteristics and specific agricultural re-
search needs.

We urge that a national multispecies cere-
al crop genome program be formulated and
implemented. We suggest a tripartite program
emphasizing basic genomic science in corn
and other cereals, development of genetic re-
sources and methodologies specific to each
crop, and application of genomics to solve
agricultural and consumer-based problems.
With broad-based support, the development,
financing, management, and implementation
of such a program should reach beyond cur-
rent modes. As genomic research is innova-
tive, so also should be its facilitation. The
Human Genome Project provides valuable
lessons for a new plant genome effort.

Mark E. Sorrells*

Department of Plant Breeding and Biometry,
Comnell University,

Ithaca, NY 14853, USA

E-mail: mes12@comnell.edu
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ARS, Beltsville, MD 20705-2350, USA; Jorge Dub-
covsky, Jan Dvorak, University of California, Davis,
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CA 95616, USA; Bikram S. Gill, Director, Wheat
Genetics Resource Center, Department of Plant Pathol-
ogy, Kansas State University, Manhattan, KS 66506,
USA; Gary E. Hart, Department of Soil and Crop
Sciences, Texas AGM University, College Station, TX
77843, USA; Patrick M. Hayes, National Barley
Improvement Committee, North American Barley Ge-
nome Mapping Project, Department of Crop and Soil
Science, Oregon State University, Corvallis, OR
97331, USA; Eliot M. Herman, Plant Physiologist,
Climate Stress Laboratory, USDA, ARS, Beltsville,
MD; Andris Kleinhofs, Washington State University,
Pullman; Roland F. Line, Chair, Wheat Crop Germ-
plasm Committee and Secretary, Westem Wheat
Workers, Western Wheat Quality Laboratory, USDA,
ARS, Washington State University, Pullman; Calvin
O. Qualset, Patrick E. McGuire, International Trit-
iceae Mapping Initiative, Genetic Resources Conserva-
tion Program, University of California, Davis; E-mail:
itmi@ucdavis.edu

Cohen’s 27 June article discusses dissatisfac-
tion about the rate of release of Arabidopsis
genome data from Japanese and European
sequencing groups. The European Union
(EU) Arabidopsis Sequencing Project inte-
grates its work carefully with the U.S. and
Japanese groups (for example, by providing
clones for sequencing on the short arm of
chromosome 4 to U.S. labs and by integrat-
ing the sequence efforts of U.S., Japanese,
and European labs with respect to the short
arm of chromosome 5, with the aim of rap-
idly generating a contiguous sequence). The

Have you ever received inferior results after performing manual fragment or mutation analysis? Did

you know inferior results can often be traced directly to the gel? It's true. Although they're commonly
used, all agarose gels offer limited resolution—especially when compared to acrylamide gels. Great
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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.

Our 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

The AAAS Arctic Division

presents

National Institutes of Health

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, Wil 54449
PHONE: (715) 389-3525 FAX: (715) 389-3808
EMAIL: busscheb@mfldclin.edu
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