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The high-resolution (1.2 A) crystal structure a cytokinin-specific
binding protein from mung bean (VrCSBP) complexed with zeatin
reveals that the protein, structurally resembles plant pathogenesis
related proteins of class 10 (PR-10), despite a low sequence
conservation (below 20%). The four VrCSBP molecules present in the
asymmetric unit assemble into two dimers. Between the concave face
of the molecular B-sheet and the C-terminal helix, a binding pocket is
formed where the zeatin molecules are located. Surprisingly, in three
(out of the four) binding pockets two zeatin molecules are found, with
excellent definition in the electron density maps. In one of the binding
sites (observed also in the forth, single-site, ViCSBP molecule), the
ligand molecules, located deep in the cavity, have identical
conformation and hydrogen-bonding pattern. In the second binding
site, at the entrance to the internal cavity, the ligand molecules show
variable, but clearly defined, binding modes.
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