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Neoantigens have attracted attention as biomarkers or therapeutic targets.
However, accurate prediction of neoantigens is still challenging, in terms of its accuracy and cost.
Variant detection using RNA sequencing (RNA- seq) data has been reported to be a low- accuracy but
cost- effective tool, but the feasibility of RNA- seq data for neoantigen prediction has not been
fully examined. In the present study, we used whole- exome sequencing (WES) and RNA- seq data of
tumor and matched normal samples from six breast cancer patients to evaluate the utility of RNA- seq
data instead of WES data in variant calling to detect neoantigen candidates. We found that the
method combining tumor RNA- seq data and normal WES data (Combination method) could detect
neoantigen candidates that have higher expression and rich variant transcripts, and this method may
be an efficient and cost- effective strategy alternative to the conventional method (DNA method).
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