Supporting Information, Table 2: Correlation between p63, known basal-like and luminal markers and Triple Negative Tumour (TNT) Status from publically
available gene expression datasets.

# of samples

Difference between Triple negative and non triple negative samples in expression of -

in dataset
TNT | Other | p63 CD44 p-cad KRT5 FOXC1 c-kit Gata3 KRT8 Ref
Schuetz et al 2 12 none Higher in TNT | Higher in TNT | Higher in TNT | Higher in | none Lower in TNT None (1)
TNT
Bittner et al 45 163 none none none Marginal higher | Higher in | Higher in TNT | Lower in TNT Marginal 2)
in TNT TNT lower in TNT
Hess et al 27 102 none none Higher in TNT | Higherin TNT | n/a Higher in TNT | Lower in TNT Lower in TNT | (3)
Zhao et al 5 37 Higher in | Marginal Higher in n/a Higher in | Marginal Lower in TNT Marginal 4)
“other” higher in some reporter TNT higher in TNT lower in TNT
TNT in TNT
Bonnefoi et al 89 35 none none Marginal Higher In TNT | Higher in | Marginal Lower in TNT Lower in TNT | (5)
higher in TNT higher in TNT
TNT
Turashvilietal | 3 7 none Higher by Higher by Higher in TNT | Marginal | None Lower in TNT Marginal (6)
most reporter | some reporter higher in lower in TNT
in TNT in TNT TNT
Richardson etal | 18 19 none Higher by Higher by Higher in TNT | Higher in | Higher in TNT | Lower in TNT Lower in TNT | (7)
most reporter | some reporter TNT
in TNT in TNT
Chang et al 5 19 none none none none n/a none Lower in TNT n/a ®)
Bild et al 10 130 none none Marginal none n/a Marginal Lower in TNT n/a ©)
higher in higher in TNT
TNT
Julka et al 9 34 none none Higher in TNT | none none Higher in TNT | Lower in TNT Marginal (10)
lower in TNT
Neve et al 24 25 none Higher in TNT | none Higher in TNT n/a none Lower in TNT Lower in TNT | (11)
(cell lines)
Chin et al 19 59 none none Higher in TNT | Higherin TNT | n/a Higher in TNT | Lower in TNT Lower inTNT | (12)
Minn et al 25 63 none none Higher in TNT | Higherin TNT | n/a none Lower in TNT Lower in TNT | (13)
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