1-2. Construct a correlation network from 26 TMA
markers to identify “WGCNA patient groups”
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3. Relate WGCNA groups to clinical variables Her2+

ER+

PR+
Tumor Size
Lymph Node+

-

4. ldentify a subset of markers that approximate the
WGCNA groups = “WGCNA* patient groups”

Is p53
>75t percentile?

@ Is Na-KATPase-B1 @ @ Is TGF B RIl cyt @
>33 percentile? >66" percentile?

High: Low: Low: Moderate:
12 patients 44 patients
17% died 2.3% died

-

67% died 24% died

9 patients 17 patients
5. Conduct a conventional Cox regression analysis Tumor Size,p = 0081 Grade,p =01

of the 26 TMA markers = “COX patient groups” ] T 2] i H
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6. Compare WGCNA, WGCNA* and COX groups to

clinical variables in bivariate and multivariate - f:ﬁ i H
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7. Validate WGCNA* and COX groups in independent
gene expression data sets
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