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onivariate Analysis Standardized Score
12-gene molecular score 1.039 (1.020, 1.059) 6.9x10™

e The 12-gene molecular score and 21-gene recurrence score were
approximated according to published algorithms using expression means of 21-gene recurrence score 1.030 (1.011, 1.049) 0.0023
array probes corresponding to the respective genes. S CONCLUSIONS

. ivariate Analysis
- Probes were present for all genes except MYBL2 in GSE34138. ‘ e In this microarray-based analysis, the 12-gene molecular score was
- Scores were centered by the mean and scaled by standard deviation -t T 12-gene molecular score 1.036 (1.008, 1.063) 0.01 highly predictive of ER+, HER2- complete response to NaCT.
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e Association of the expression scores with pathologic complete response 12-gene molecular score NaCT offers the opportunity to individualize care, improve response

(PCR) was tested by logistic regression with adjustment for cohort. OR, Odds Ratio; Cl, Confidence Interval rates, and possibly avoid ineffective treatment.
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