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Generally, the redox-partner proteins form a transient complex during the inter-pr
otein electron transfer reaction. It has been known that there are some modulation mechanisms for effectiv
e interportein ET due to the conformational changes in the complex structure. However, most of the details

for modulation remain unknown, because it is quite difficult to determine the complex structure due to th

e instability. So, we planed to analyze the structures and biophysical properties for the complexes constr
ucted artificially and the naturally fused proteins. Based on their data, we discuss and propose the unpre

cedented mechanism for interprotein ET reaction.
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