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Establishment of molecular simulation with mathematical model to enable the
selection of molecular target drugs for lung cancer.
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We examined the hypothesis that there are amino acid substitutions outside
the known mutation sites for single and multiple mutations of the EGFR dimer, and reported that
erlotinib is effective for both L858R and A871G mutations, but not for patients with multiple
mutations of L858R and A871G,Molecular simulations were able to reproduce these results. In

addition, it was also confirmed that this molecular analysis methods can be applied to the research
of numerous pathological process.
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