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Dynein motors are biologically important bio-nanomachines, and many atomic
resolution structures of cytoplasmic dynein components from different organisms have been analyzed
by X-ray crystallography, cryo-EM and NMR spectroscopy. However, atomic data are very much focused
on cytoplasmic dyneins and remarkably less structural work on axonemal dyneins has been reported.
This project provided structural studies of axonemal dynein including accessory proteins. My team
performed mutational and structural studies of the interaction between the axonemal dynein light
chain-1 (LC1) and the microtubule-binding domain (MTBD) of outer arm dynein gamma (OADy ), and tried

to overexpress the axonemal dynein motor domain and crystallize the axonemal dynein stalk region.
Based on the results mentioned above, we can discuss about the structural basis for the LC1-MTBD
complex formation that might regulate the function of axonemal dynein heavy chain in different way
from that of cytoplasmic dynein.
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