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GTP-bound forms of Ras proteins adopt two interconverting conformations,
inactive” state 1 and “ active” state 2. The crystal structure of wild-type H-Ras in state 1
showed that GIn6l, on which an oncogenic mutation frequently occurs, plays a central role in its
conformational stabilization. Here, aiming at investigating the relationships between the
representative mutations, Q61L and Q61H, and their activation mechanism, we determine their crystal
structures in state 1, and carry out the molecular dynamics simulations to obtain the dynamics
properties. The results show that these mutations induce rearrangements of the interaction manners
in the neighboring regions, and further, Q61L mutation results in acquirement of “ active” state

2-like structural features.
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