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High resolution X-ray structural analysis of mitochondrial complex 1V
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(cytochrome c oxidase)
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X-ray structural analysis of cytochrome ¢ and cytochrome ¢ oxidase complex
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Structural and Functional Studies on Respiratory Supercomplex
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Structural Studies on complex V (FoF1-ATP synthase) and complex | (NADH reductase)
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X-ray structural analysis of the ubiquitin proteasome pathway
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Structural analysis of Shigella effector proteins to reveal the pathogenic mechanism
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Theoretical studies of functional mechanisms based on
3D molecular and electronic structures of biological macromolecular systems
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employing ab initio molecular dynamics calculations
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