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Clarification of sequencing errors in all patients who underwent cancer gene
panel testing in Japan

Ikegami, Masachika
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We analyzed sequencing data from the development phase of the NCC OncoPanel
and showed that 40% of the mutations called by the pipeline are FFPE artifacts, and that a small
number of FFPE artifacts are annotated with pathological mutations. Furthermore, we created a
machine learning algorithm to predict FFPE artifacts for the large number of mutations reported in
the AACR project GENIE, and confirmed that the error frequency differs among gene panels. Although
the study is not yet complete due to the delay in the release of raw data from C-CAT, the
implementation system is in place, and we aim to clarify the necessity and significance of FFPE
artifact removal and implement it in clinical practice in the future.
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