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Abstract

‘The Center for Eukaryotic Structural Genomics (CESG) has
deposited approximately 40 structures as of November, 2004.
These structures have resulted from a total of 87 which have
crystallized and 48 which have been determined to have
disperse HSQC spectra, i.., folded. Most of the proteins
showed litie or o sequence homology to proteins in the
Protein Data Bank at the time of selection or PDB deposition.
‘Some of the structures have been chosen and presented
below to ilustrate the range of results obtained to date. The
structures have come from a combination of Xray

NMR, and from E.

cellree based syster
were requested by rescarehers ouisde of GESG, bu most
were selected by our internal target selection algorithm. For
‘more information about the operation of the CESG pipeline
eeso s e posiers about beinfomatis,cing end
expression, protein production, NMR, ar
ayslomicsirysalogranhy. Suppored by NIH Grant P50
GM64598.
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First cell-free structure
solved by CESG

External request;
low homology
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CoA substrate
verified by NMR

Plant hormone metabolism;
low homology
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Dimer by NMR;
low homology
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Tightly bound NADP;
low homology

St Festre

e o am

| i o s it g s s 1= s
e

Publcaons)

s 0 2
N, priipa .
i o A0 o rsbopss e, 50T

Coe o S T e
s,

C. elegans;
SECSG collaboration
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DNA-binding protein
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New ubiquitin-like
mouse protein
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Unknown function;
low homology
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