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0000000000 To determine the crystal structure of VgrG protein of Type 6
secresion apparatus from £, coli 0157 and E. coli CFT073, over-expression vectors for both
full-length and C-terminal domain of VgrG were constructed. We succeeded in establish
the purification methods for VgrG from £. coli O157. Purified protein was treated with
trypsin to get stable VgrGl M467his. This VgrGl M467his was examined thousands of
crystallization condition. One of the conditions gave nice crystal formation for structure
determination. Now we are trying get isomorphous heavy atom derivatives for phase
determination. Moreover, we are going to establish other VgrG purification strategy.
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