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Comprehensive analysis integrating both clinico-pathological and gene expression data in more

than 1500 samples: Proliferation captured by gene expression grade index appears to be the

strongest prognostic factor in breast cancer
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Conclusions

1. ESR1 and ERBB2 indices seem to be the most prominent discriminators dichotomizing breast tumors into two main subsets in agreement with previously proposed
breast cancer subtypes

2. Almost all ER-negative and ERBB2-positive tumors were associated with high proliferation index scores

3. In contrast, ER-positive tumors showed a whole range of proliferation index values

4. Proliferation captured by the gene expression grade index (GGI) appears to be a key biological factor in breast cancer and one of the most significant indicators

predicting clinical outcome far beyond ER

5. Proliferation genes seem to be an important component of many existing prognostic gene signatures. Their weight seems to be far more important in ER-positive

disease

6. Tumor size and nodal status retain prognostic value in addition to proliferation



