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CESG has completed over 50 new protein structures as of April,
2005. Most of the proteins showed less than 30% sequence identity | | presooss From
to proteins already deposited in the Protein Data Bank (PDB).
Because of our initial focus on Arabidopsis thaliana as a target
organism, many of our completed structures are from this eukaryote,
and reveal new aspects of the biology and biochemistry of plants.
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