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Application of SQBM+™ Quantum-Inspired Optimization Solution to Computational Drug Discovery
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In the area of drug discovery, quantum computing technologies hold promise as a means of reducing the investment costs and promoting the
efficiency of drug discovery processes.

Toshiba Digital Solutions Corporation, in cooperation with Revorf Co., Ltd., has developed a computational drug discovery method to predict the
allosteric regulation of proteins with higher accuracy compared with conventional methods. The newly developed method uses SQBM+™, a quantum-
inspired optimization solution based on the Simulated Bifurcation Machine (SBM). This method caters to the demand for the application of proteins
that have been considered difficult to target in drug discovery up to now, in order to expand the possibilities of pharmaceutical development for

difficult-to-treat diseases. As the next step, we are working toward verification of the effectiveness of this method in drug discovery processes

dh

through in-vitro experiments.
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Flow of processes to predict allosteric regulation of protein
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Change in allosteric regulation caused by amino acid mutation
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