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Supplementary Figures:
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Figure S1: Kaplan-Meier survival analysis corresponding to clusters of LNN METABRIC samples based on EMT and MAT

signatures. (A) Kaplan-Meier survival analysis for clusters obtained based on EMT gene signature using hierarchical clustering.

(B) Kaplan-Meier survival analysis for clusters obtained based on MAT gene signature using hierarchical clustering.
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Figure S2: Kaplan-Meier survival analysis of EMAT clusters within each PAMS50 subtypes of LNN METABRIC samples.
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Figure S3: Kaplan-Meier survival analysis of EMAT clusters within HER2-positive and triple negative (TN) subtypes of LNN
METABRIC samples.
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Figure S4: Kaplan-Meier survival analysis of EMAT clusters within treatment-naive and treated patients of LNN METABRIC
samples.
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Figure S5: Kaplan-Meier survival analysis of treatment-naive versus treated patients of LNN METABRIC samples within each

EMAT cluster.
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Figure S6: Cross-dataset analysis. The Kaplan-Meier survival plots correspond to EMAT subtypes of LNN breast cancer samples
from the GSE11121 dataset. A 5-NN classifier trained on LNN METABRIC samples is used to assign EMAT subtype labels to each
sample. In the figure, C1 = EMAT1, C2 = EMAT2, C3 = EMAT3 and C4 = EMAT4.



Legends of Supplementary Tables:

Table S1: List of genes in the EMAT, EMT and MAT signatures. The table content is provided as a separate xIsx file.

Table S2: EMAT cluster labels of samples in the METABRIC and GSE11121 datasets. The table content is provided as a separate
xlsx file. The labels are obtained using hierarchical clustering with 4 clusters, as described in the manuscript.

Table S3: Percent of EMT and MAT genes present among differentially expressed genes (DEGs) for each cluster and the ranked
list of EMAT genes based on their differential expression p-values. The table content is provided as a separate xlsx file. DEGS for
each EMAT cluster were defined as differentially expressed in that cluster compared to other clusters (Bonferroni adjusted
p<0.01 using a two-sided t-test in the first tab).

Table S4: The association of EMAT genes with survival outcome. The p-values are obtained using a univariable Cox regression
analysis.

Table S5: A summary of the characteristics of the EMAT clusters obtained using lymph node-negative breast cancer patients
from the METABRIC study. In this table, P stands for positive and N for negative. EMAT1 has the least similarity to hESC and is
enriched in normal-like PAM50 subtype of breast cancer and has a good prognosis. EMAT?2, the cluster with a relatively good
prognosis, has little similarity to hESC, is enriched in Luminal A subtype and in ER-positive and PR-positive samples. EMAT3, the
cluster with a relatively moderate prognosis, has a high degree of similarity to hESC, is enriched in Luminal B subtype and in ER-
positive, PR-positive and HER2-negative samples. EMAT4, the cluster with the worst prognosis, shows the highest degree of
similarity to hESC, is enriched in the basal-like subtype of breast cancer as well as ER-negative, PR-negative and HER2-negative
samples.

Table S6: Univariable and multivariable Cox regression analysis for GSE11121 samples. The table content is provided as a
separate xlsx file.

Table S7: Differential expression analysis of TFs for each EMAT cluster. The table content is provided as a separate xlsx file. The
p-values were obtained using a two-sided t-test and were corrected for multiple hypothesis testing.



