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We have determined the crystal structure of a complex of Rablla and its
novel GEF, SH3BP5. SH3BP5 harbors the V-shaped structure composed of two coiled coils. SH3BP5 pulls
out the switch 1 region of Rablla, and thereby promotes the nucleotide exchange. Mutational analysis
based on the structure elucidated important interactions between SH3BP5 and Rablla.
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