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Supplementary Figure 2. MORT gene silencing is associated with the luminal, receptor positive tumor subtypes. MORT RNA level in tumor groups
negative and positive for receptors estrogen receptor (ER) (A), progesterone receptor (PR) (B), and human epidermal growth factor receptor 2 (HER2)
(C). (D) MORT RNA level in triple negative (TN) tumors compared to tumors positive in at least one receptor and a group of normal samples (p-value is
for contrast between TN vs. receptor (+) tumors). (E) MORT RNA level in breast tumors classified into subtypes according to PAMS0 (p-values are for
contrast of individual tumor subtypes vs. normal). (F) MORT RNA level in samples from patients older than 60 years compared to those from patients

up to 60 years old. (G) MORT RNA level in samples with wild type TP53 compared to samples with mutated TP53. (H) MORT RNA level in samples
with wild type GATAS compared to samples with mutated GATAS.

RPKM =reads per kilobase per milion; WT=wild type.
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