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Patient ID Size 
(cm)

Metas
-tases Grade ER PR Her2 Post-        

Menopause Age Subtype BRCA 
Deficiency

BC1 1 0 1 0.95 0.95 - - 38 Ductal Negative
BC2 3 1 2 0.9 0.1 - + 60 Ductal Unknown
BC3 1.5 0 3 0 0 - - 43 Ductal Negative
BC4 2.1 1 1 0.95 0.95 - - 52 Ductal Negative
BC5 2 0 3 0.05 0.01 - + 78 Ductal Unknown
BC6 1.3 0 2 0.99 0.01 - + 58 Ductal Unknown
BC7 1.2 0 3 0 0 + + 65 Ductal Unknown
BC8 1.3 0 2 0.2 0.05 - + 72 Ductal Unknown


