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We attempted to crystallize a complex of dynein stalk-MTBD region with LC1
and the a B -tubulin dimer, but were unable to determine the structure of the complex, although
microcrystals were obtained. Furthermore, the CAP-Gly region of dynactin pl50 was also analyzed,
after evaluating its interaction with a  -tubulin dimer, and then the structure of the complex was
analyzed by cryo-EM. However again, the structure could not be determined at a high resolution. In
the course of these structural analyses, we obtained the crystals of the much better MTBD fusion
protein alone, which has high microtubule-binding capacity. In addition, from the structural
analysis of the complex of the MTBD region of the outer-arm dynein y -chain and the light chain LC1,

we were able to propose a novel binding mode of MTBD to the microtubule utilizing the flap region.
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