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_ The purpose of this research is to improve Curebest 95GC so that it can
analyze not only microarray but also RNA-Seq. In this study, we first developed a novel RNA-Seq
expression level calculation method that has a high correlation with the microarray using a training

set of 32 patient pairs (microarray & RNAseq).

Next, we examined the correlation between the 95GC scores (low risk group for recurrence: 0-50, high
risk group for recurrence: 51-100) for an independent validation set of 117 patient pairs, and
found a high correlation of R = 0.94_ With this results, it was considered possible to transfer the

platform of 95GC to RNAseq.
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Validation of the prognosis of patients with ER positive, HER2 negative and node negative 2023
invasive breast cancer classified as low risk by Curebest 95GC Breast in a multi institutional

registry study
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