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In the protein electronic state calculation, we have improved the speed and
efficiency of the electronic state calculation, and the structure of the calculation and the
automation of the electronic state calculation based on the QCLO method: the electronic state
calculation was accelerated by the GPU, and achieved with the limited resources of the
memory-mapped file. We have developed an interaction analysis tool based on electronic state
calculations and confirmed its usefulness in small-scale protein experiments.

The developed source code has been available on the Internet.
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