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Research progress of gene test in breast cancer prognosis
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Accurate prediction of recurrence risk is of vital importance for formulating suitable therapeutic plan for individual
breast cancer patients. However, conventional clinicopathological criteria are not accurate enough to select
subsets of patients who are at sufficiently low risk of recurrence to be spared adjuvant chemotherapy. With the
development of genomics, several gene assays have been confirmed to accurately assess the individual recurrence
risk for breast cancer prognosis. These assays include MammaPrint, Oncotype DX, PAM 50, EndoPredict,
circulating tumor DNA (ctDNA), etc.
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Table 1 Multi-gene expression assays proposed for predicting outcome in breast cancer postoperative patients

. s N PN s . .
6 4 R IR FE R FEAR Y Tk KBS 441
ASCO NCCN ESMO
MammaPrint'™  20024F 70 NR NR LN-/LN+  Hifif441/FFPE  Microarry 240
Oncotype DX 20044F 21 LN- LN-/LN+  LN-/LN+ FFPE RT-PCR 34
BCI™ 20044F 11 LN- NR NR FFPE RT-PCR 24
PAM 50" 20094 50 LN- NR LN-/LN+ FFPE RT-PCR 34
EndoPredict!” 20114F 12 LN- NR LN-/LN+ FFPE RT-PCR 24

a: NCCN#E® 1718 T MammaPrintFIPAM 50, {HEA LIRS, LN-: BRELZEBAYE; LN+: WRELZEBAPE (1~3M0kELg)

NR: ARHfEFF; FFPE: FIRE[ENE A1 b B

a: NCCN guidelines discuss MammaPrint and Prosigna but do not specifically recommend either test. LN-: lymph node-negative; LN+:

lymph node-positive (refers to 1-3 metastatic lymph nodes); NR: not recommended; FFPE: Formalin Fixed Paraffin-Embedded,
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Figure 1 Panel of 21 genes and the recurrence-score algorithm
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Figure 2 Monitoring tumour-specific aberrations to detect recurrence using ctDNA
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