
instrument. The instrument had an active anti-
coincidence shield that effectively removed
the contaminating spacecraft background. In
the end, the NEAR gamma ray spectrometer
did return a spectacular data set, but from the
surface of Eros after the spacecraft landed—
something neither the instrument nor the
spacecraft was originally designed to do. 
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Structural Genomics:
Current Progress

IN HIS NEWS FOCUS “TAPPING DNA FOR

structures produces a trickle” (1 Nov., p.
948), Robert Service presents an informa-
tive viewpoint about the progress of the
structural genomics consortia. He describes
how a number of consortia have targeted a
vast number of proteins but only solved a
small fraction of them. Although this is true,
it is important to realize that structural
genomics projects have been organized to
evaluate large numbers of candidate targets,
often of the same protein in different organ-
isms, and simultaneously work on them in
parallel. The aim is to determine the struc-
ture of representatives of particular protein
families; thus, the representatives that do not
come to fruition are not necessarily failures
but are often simply the consequence of
success elsewhere. For example, according
to the International Structural Genomics
Target Tracking Database (1), over 360 new
three-dimensional protein structures have
been completed by the various consortia and
many more are nearly done. These proteins,
which were selected because of their unique
position in sequence space, have actually

shed light on further thousands of homolo-
gous proteins whose structures can now be
modeled for the first time. Thus, the output
of structural genomics is highly leveraged,
being much greater than the absolute
number of new experimental structures. 

Moreover, the number of targets selected
does not represent a final end-point for the
current structural genomics consortia in the
way that the entire human genome repre-
sented an end-point for genome sequencing.
The current consortia, in fact, represent pilot
projects with a primary mandate of testing
multiple technologies in order to identify the
best procedures for scaling up. Accordingly,
the “success rates” reported by Service repre-
sent snapshots of an ongoing iterative process.
For many of the protein targets reported as
being “selected,” no effort has even been made
yet to clone or express them. Consequently,
comparing outcome versus number of
“selected” targets can result in a somewhat
misleading picture of the current progress of
the nascent structural genomics efforts. 
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CORRECTIONS AND CLARIFICATIONS

RReesseeaarrcchh  AArrttiicclleess::
“Corepressor-dependent
silencing of chromo-
somal regions encoding
neuronal genes” by V. V.
Lunyak et al. (29 Nov.,
p. 1747). In Fig. 3B, the
bands shown for the
NaCh III gene up-regu-
lated by CoREST RID
and the HoxD9 genes
up-regulated by REST
DBD were incorrectly
inserted during the
preparation of the
figures. The correct
bands are included in
the figure shown here.
This error in figure
preparation does not
alter the conclusions in
the manuscript.




