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Background

WHistological grade has long been recognized to provide
significant prognostic information
Grade 1 Grade 3
¥WVhilst grade 1 and 3 tumors are clearly associated with
different prognoses, those classified as grade 2 (~40%) E

represent a difficulty in clinical decision making

¥ nter- observer variability results in poor reproducibility
across institutions
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Conclusions

¥HG2 tumors are a mixture of HG1 and HG3 cases
based on the genomic grade

¥Gene- expression based grading can significantly
improve current grading system for the prognosis
assessment of breast cancer

¥Genomic grade was highly reproducible across
multiple independent datasets and across dif ferent
microarray platforms



