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Cancer comprehensive genomic analysis and establishment of drug efficacy
assessment system
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We analyzed a variant of unknown significance (VUS) detected from a patient
of carcinoma of unknown primary site as a pilot case. Using comprehensive genomic profiling, a VUS,
ERBB2 E401G was detected with high allelic fraction. We confirmed the invasiveness of E401G
overexpressing cell line, and also found stable heterodimer formation with EGFR in a
ligand-independent manner using molecular dynamics simulation. PDX and CTOS established from the
cancer tissue obtained from the patient were used for assessment of drug efficacy, and anti-cancer
efficacy of afatinib, EGFR/Her2 dual inhibitor was shown. The more rapid assessment system is
urgently needed in future.
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