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Identification of germline variants in SCRUM-Japan
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In this study, a system with eConsent, EDC, and ePRO was constructed for
data collection. 85 cases have been analyzed, and pathogenic germline variant (PGV) was confirmed in
46/75 cases in cohort A and 7/10 cases in cohort B. One of the PGVs was not identified by the
comprehensive genomic profiling (CGP) and was incidentally identified by the use of the multi-gene
panel (MGP), suggesting the usefulness of the MGP. This study has been scaled up and is still
undergoing analysis. Further data will be collected and treatment of secondary findings in CGP will
be discussed.
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