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Breast Cancer for better treatment decisions

RESULTS FROM A DBCG STUDY

BREAST CANCER ASSAY
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treatment efficacy.?

Prosigna is the only standardized assay for identification of the intrinsic molecular
subtypes of breast cancer (Luminal A, Luminal B, HER2-enriched and Basal-like).?
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DR: Distant Recurrence, IHC: Immunohistochemistry,



A local solution with more comprehensive
information and fast and efficient turnaround
time when patients cannot afford to wait

Your local lab and trusted pathology team can deliver sophisticated
genomic analysis
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The Prosigna assay reports three key pieces of information specific to
your patient:
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*This graph is specific for Node-negative patients. Please see full product insert for details for Node-positive patients.
Cl: confidence interval, FFPE: Formalin-Fixed Paraffin-Embedded, HER2: human epidermal growth factor receptor 2,
RNA: Ribonucleic Acid, ROR: Risk of Recurrence Score.

Prosigna® provides the most prognostic

information in node-negative patients'
RESULTS FROM A TRANSATAC STUDY

A higher likelihood ratio x2* indicates a higher prognostic test
performance
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Prosigna outperforms the leading first generation test and the other 2nd
generation test, from O to 10 years and for late recurrence. “ For women with
node-negative disease, the ROR, followed by BCI, and EPclin were significantly
more prognostic for overall and late distant recurrence. ” - Dr. Ivana Sestak’

*The likelihood ratio X2 is a statistical measure that is used to compare the performance of different tests.
BCI: Breast Cancer Index, CTS: Clinical Treatment Score, EPclin: EndoPredict clinical, IHC4: Immunohistochemical
Score, ROR: Risk of Recurrence Score, RS: Recurrence Score.
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Prosigna® accurately identifies node-positive
patients of low-risk group with favourable

outcomes regardless of nodal status?
RESULTS FROM A DBCG STUDY

All patients categorized as low-risk by the Prosigna Breast Cancer
assay, regardless of nodal involvement status, have a distant
recurrence absolute risk below or equal to 5%2

A B

NODE NEGATIVE (7=1163) 1 POSITIVE NODE (n=779)

< <

py —— High (1=427) = —— High (n=252)

O 304 = Intermediate (n=375) Y 304 — Intermediate (1=231)

= —— Low (n=35) < —— Low (1=296)

© © 20.8%

O (@)

£ 20 17.8% £ 204

< 0 14.2%

s =

© o

> 10 7.9% > 104

E E Oy

= 5 3.3%

o 5.0% o s

% T T T T T m T T T T T
0 2 4 6 8 10 0 o 2 4 6 8 10

Follow-up Time (Years) Follow-up Time (Years)

2 POSITIVE NODES (n=393) 3 POSITIVE NODES (n=163)

< <
= —— High (1=199) b — High (1=137)
Y 304 — Intermediate (1=131) O 30 = Intermediate (n=26)
c — Low (n=63) c 25.5%
() Q
° o
‘O 20.2% )
£ £ 201
s 3
© ©
= S 10 -
: =
S
L.). U 0.0%
o = xx T T T T T
0 o 2 4 6 8 10 0 o 2 4 6 8 10
Follow-up Time (Years) Follow-up Time (Years)
p
LdJd
Direct access
DR: Distant Recurrence. to key publication:




