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HFZE e SR O EE (3£3C) : We have proposed a novel Quantitative Structure—Activity Relationship
(QSAR) involving molecular calculations such as Fragment Molecular Orbital one, and applied this
procedure (Linear Expression by Representative Energy terms; LERE) to several cases of
ligands—protein interaction system in order to demonstrate the validity of the LERE procedure. As a
result, we confirmed that the procedure provides valuable information which can not be obtained with

any other methods.
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