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the actual bias of the coin equals the ob- 
served proportion of heads. A fully 
Bayesian analysis, accounting for the fact 
that the amount of bias is unknown, might 
even mildly favor "no bias"! 

I was teaching a unit on Bayesian infer- 
ence when the discovery of a possible 
planet around PSR 1829-10 mentioned in 
Seife's article was announced. I noticed 
that the period claimed for the planet was 
suspiciously close to a low harmonic of 
Earth's orbital period. A simple Bayesian 
analysis for my class (2) indicated the 

disagree with their selection of the chim- 
panzee as the focus for these efforts, and 
with the recommendation to commit re- 
sources to genome sequencing at this time. 

The choice of which primate to select 
for this $100 million project should be 
driven by the goals of the National Insti- 
tutes of Health's (NIH) mission to promote 
human health through research. Although 
chimpanzees have been vital for many ad- 
vances in biomedical research and contin- 
ue to serve critical research needs, they are 
not a commonly used model. With fewer 

than 1000 federally supported chim- 
panzees in U.S. research colonies and a 
moratorium on breeding, the chimpanzee 
is unlikely, to become a widely used ani- 
mal model. Because it is not practical to 
use chimpanzees for most research pur- 
poses, a focus on chimpanzee genomics 
would have little impact on future opportu- 
nities and progress in biomedical research. 

The initial plan to sequence the human 
genome was deferred until a detailed gene 
map was constructed, and we contend that 
constructing gene maps of nonhuman pri- 

ierprisk (Letters, 25 Aug., p. 1295), but we A candidate for genome analysis. 

mates deserves priority over se- 
quencing, for the same scientific 
and cost-benefit reasons. Further- 
more, the resources should be de- 
voted to those species that are most 
widely used as primate models for 
genetic research on human diseases 
and for which extensive physiologi- 
cal data are available-namely, ba- 
boons and rhesus macaques. 

Another high priority for a pri- 
mate genome project would be re- 
search on gene expression. To the 
extent that this research is support- P 
ed by the NIH, the driving force 
behind it should be to develop a 6 
better understanding of biological 
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mechanisms that differentiate healthy from 
disease states. In that regard, those nonhu- 
man primate species that are used exten- 
sively as models in biomedical research of- 
fer many more opportunities for scientific 
advancement through gene expression 
studies than do chimpanzees. 

Regarding the goal of defining the ge- 
netic changes that underlie human unique- 
ness, it is not only peripheral to the NIH 
mission but also is not well served by a 
sequencing-first approach. Most sequence 
differences between humans and chim- 
panzees will be functionally neutral, and 
simple comparison of sequences will not 
identify the few functional changes among 
the large number of neutral substitutions. 

We urge the National Human Genome 
Research Institute (NHGRI) and the Na- 
tional Center for Research Resources to 
consider carefully the scientific value of 
sequencing the chimpanzee genome by 
comparison with investing equal resources 
in supporting gene expression research 
and developing detailed gene maps of 
nonhuman primates that are extensively 
used in biomedical research. The potential 
health benefits of these research activities 
in well-characterized, widely-used Old 
World monkev models will be  much 
greater than those obtained from sequenc- 
ing the chimpanzee genome. 
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Response 
In our original letter we presented the ar- 
guments in favor of a primate genome 
project and suggested that the project 
should focus both on the chimpanzee, be- 
cause it is our closest evolutionary rela- 
tive, and on one of the well-studied Old 
World monkeys, which would be more 
suitable for experimental purposes and for 
studies of gene expression. Thus, we have 
a substantial area of agreement with Van- 
deBerg and colleagues. However, we dis- 
agree with their statement that "a focus on 
chimpanzee genomics would have little 
impact on future opportunities and 
progress in biomedical research." The po- 
tential relevance of chimpanzee genome 
data for understanding such diseases as 
AIDS, Alzheimer's, malaria, and others 
has been presented elsewhere (I). 

VandeBerg and colleagues also say that 
"the goal of defining the genetic changes 

that underlie human uniqueness [is] periph- 
eral to the NIH mission." This implies that 
the genes involved in human uniqueness 
are never involved with human disease, a 
highly unlikely assumption. For example, 
genes that underlie bipedal locomotion may 
be involved in many malfunctions of the 
musculoskeletal system, and genes that me- 
diate specific aspects of human cognition 
are likely to be involved in mental illness. 
In general, it will not be possible to sepa- 
rate genomic information relevant to hu- 
man evolution from that relevant to human 
disease. The close similarity of the chim- 
panzee and human genomes also increases 
the likelihood of finding disease-related 
differences quickly. Furthermore, any ge- 
nomic differences found between Old 
World monkeys and humans will be easier 
to interpret if the corresponding regions of 
the chimpanzee genome are also available. 

We did not mean to imply that a pri- 
mate genome project should begin with or 
be limited to total sequencing of the chim- 
panzee genome. Our hope is that NHGRI 
(and other funding agencies in the United 
States and elsewhere) will consider a vari- 
ety of approaches to primate genomics that 
may advance our understanding of human 
genetic function in health and disease. 
Suggestions such as those made by Vande- 
Berg and colleagues will contribute to the 
decisions that must be made by the admin- 
istrators of the funding agencies. The main 
purpose of our letter was to emphasize the 
need to give high priority to genomic stud- 
ies on primates, rather than limiting com- 
parative genomics to nonprimate mammals 
in the immediate future. 
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Transgenic Crops in China 
In his News Focus report entitled "Asia 
gets a taste of genetic food fights" (25 
Aug., p. 1279), Dennis Normile states that 
in China there are four transgenic crops 
(six varieties) in commercial cultivation 
and five transgenic crops in field trials or 
in development, but this is not so. 

In China, the study of transgenic crops 
began in the early 1990s; the first field 
trial of a transgenic crop occurred in 
1994. Up to now, there are three trans- 
genic crops (cotton, tomato, sweet pep- 
per) and 12 varieties in commercial culti- 
vation (I), eight of which are transgenic 
cotton varieties (2). There are seven crops 
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