Supplementary Table S5

Paired gene signature and signature specific Ki67 prognostic classifications for each patient of the Uppsala Cohort (0=Good, 1= Poor Prognosis)

PatientID GGI  70-gene p53  RS*  Sorlief  Hu'  Parker! Kill® Ki12® Ki3® Kils® Kilé l:)foglﬁfs(ils P‘Z‘;gplfg’:is ng?lzi:i’;“msk
100B08 0 0 0 1 0 0 0 0 0 0 0 0 92 8 Good
101B88 1 1 1 1 0 0 0 1 1 1 1 1 25 75 Poor
102B06 1 1 1 1 0 1 1 1 1 1 1 1 8 92 Poor
103B41 1 1 1 1 0 0 0 1 1 1 1 1 25 75 Poor
104B91 1 1 0 1 1 0 1 1 1 0 0 0 42 58 Poor
105B13 0 0 0 1 0 0 0 0 0 0 0 0 92 8 Good
106B55 0 0 0 1 0 0 0 1 1 1 1 0 58 42 Good
10B88 0 0 0 0 0 0 1 0 0 0 0 0 92 8 Good
111B51 1 1 1 1 1 1 1 1 1 1 1 0 8 92 Poor
112B55 0 0 0 0 0 1 1 1 1 1 1 1 42 58 Poor
113B11 1 1 0 1 1 1 1 1 1 1 1 1 8 92 Poor
114B68 0 1 0 0 0 0 1 0 0 0 0 0 83 17 Good

11B47 0 0 0 0 0 0 0 0 0 0 0 0 100 0 Good
120B73 1 1 0 1 0 1 1 1 1 1 1 1 17 83 Poor
122B81 0 0 0 0 0 0 0 1 1 1 1 0 67 33 Good
124B25 0 0 0 1 0 0 0 0 0 0 0 0 92 8 Good
127B00 1 1 1 1 1 1 1 1 1 1 1 1 0 100 Poor
128B48 0 0 0 0 0 0 0 0 0 0 0 0 100 0 Good
130B92 0 0 0 0 0 0 0 0 0 0 0 0 100 0 Good
132B80 1 1 0 1 1 1 1 1 1 1 1 1 8 92 Poor
134B33 1 1 0 1 1 1 1 1 1 1 1 1 8 92 Poor
135B40 0 0 0 0 0 0 0 0 0 0 0 0 100 0 Good
136B04 0 1 0 1 0 1 1 0 0 0 0 0 67 33 Good
137B88 0 0 1 1 0 1 1 0 0 0 0 0 67 33 Good
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72A92 0 0 0 0 0 0 0 0 0 0 0 0 100 0 Good
73A01 0 1 1 1 0 1 1 1 1 1 1 1 17 83 Poor
T4A63 0 0 0 1 0 0 0 0 0 0 0 0 92 8 Good
75A01 0 0 0 1 0 0 1 0 0 0 0 0 83 17 Good
76A44 1 1 0 1 0 1 1 1 1 1 1 1 17 83 Poor
7T7TAS0 0 0 0 0 0 0 0 0 0 0 0 0 100 0 Good
79A35 1 1 1 1 1 1 1 1 1 1 1 1 0 100 Poor

7B96 0 1 1 1 0 1 1 1 1 1 1 1 17 83 Poor
82A83 1 0 1 1 1 0 1 1 1 1 1 1 17 83 Poor
83A37 0 0 NA 0 0 0 0 0 0 0 0 0 100 0 Good
84A44 1 0 0 0 0 0 1 1 1 1 1 0 50 50 Equal
85A03 1 1 0 1 1 1 1 0 0 0 0 0 50 50 Equal
86A40 1 1 1 1 0 0 0 1 1 1 1 1 25 75 Poor
88A67 0 0 0 1 1 1 1 1 1 1 1 1 25 75 Poor
89A64 1 1 NA 1 1 0 0 1 1 1 1 1 25 75 Poor

8B87 0 0 0 1 0 0 0 0 0 0 0 0 92 8 Good
94A16 0 0 0 0 0 0 0 0 0 0 0 0 100 0 Good
96A21 0 0 0 0 0 0 0 1 1 1 0 0 75 25 Good
99A50 0 1 0 1 0 0 0 1 0 0 0 0 75 25 Good

9B52 0 1 0 1 1 1 1 0 0 0 0 0 58 42 Good

* High or intermediate recurrence score grouping; low as reference.

1 Luminal B subtype grouping; others as reference.

i Luminal B or HER2 subtype grouping; others as reference.

§Note: Each Ki67 cutoff is paired to a gene signature. E.g. Tumour 104B91 has a Ki67 value of 12% as defined on a whole-tumour section by a trained pathologist. For the purposes of our
analysis GGI is paired with a ROC defined Ki67 cutoff of 15% in the Uppsala dataset. Thus, for the GGI-Ki67 pairing, Ki67 designates this sample as good prognosis (as it is less than
15%). In contrast, the 70-gene signature is paired with a ROC defined Ki67 cutoff of 11%, meaning for the 70-gene/Ki67 pairing, Ki67 designates the same sample as poor prognosis (as it
is greater than 11%).



