Table S7. Pathogenic DES associated with drug in transcripts of unrelated cancer genes from
COSMIC database. SIFT (Sorting Intolerant From Tolerant), PolyPhen (Polymorphism
Phenotyping), Clinical significance (ClinVar; clinical significance), Combined Annotation-

Dependent Depletion (CADD) Phred score by Variant Effect Predictor.
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Table S8. Pathogenic DES associated with drug sensitivity with damaging consequences

predicted in transcripts of related cancer genes from COSMIC database. SIFT (Sorting Intolerant

From Tolerant), PolyPhen (Polymorphism Phenotyping), Clinical significance (ClinVar; clinical

significance) by Variant Effect Predictor; TSG (tumour suppressor gene) from CGC from COSMIC

database.
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Table S9. Clinical and molecular characterization of 86 women with basal breast cancer from

TCGA.
Low-PFS (n=43) | High-PFS p-value
(n=43)
Age at diagnosis (years) 0.111
Mean (SD)
Median (min, Max) 58.2 (12.4) 53.8 (13.1)
56 (29-84) 51 (29, 83)
Progression-Free survival (months) <0.001
Mean (SD)
Median (min, Max) 6.49 (4.76) 96.5 (39.9)
7.46 (0, 13.6) 89.5 (55.6, 256)
TMB non-synonymous 0.685
Mean (SD)
Median (min, Max) 3.62 (6.13) 3.16 (4.11)
2.63(0.167,41.8) | 2.27 (0.5, 28)
Mutation count 0.609
Mean (SD) 107 (184) 89.8 (122)
Median (min, Max) 78 (6,41.8) 57 (15, 827)
Ethnicity category 1
Not Hispanic or latino 36 (83.7%) 36 (83.7%)
Hispanic or latino 0 (0%) 1(2.3%)
Missing 7 (16.3%) 6 (14%)
Ancestry 0.629
AFR 6 (14%) 4 (9.3%)
AFR_ADMIX 4 (9.3%) 3 (7%)
EUR 26 (60.5%) 31 (72.1%)
Missing 7 (16.3%) 0 (0%)
Race category 0.0487
Asian 5 (11.6%) 0 (0%)
Black or African American 11 (25.6%) 11 (25.6%)
White 24 (55.8%) 32 (74.4%)
Missing 3 (7%) 0 (0%)
Tumor type 0.409
Infiltrating carcinoma (NOS) 1 (2.3%) 0 (0%)
Infiltrating ductal carcinoma 37 (86%) 39 (90.7%)
Infiltrating lobular carcinoma 1 (2.3%) 0 (O%)




Medullary carcinoma 1 (2.3%) 1(2.3%)

Metaplastic carcinoma 2 (4.7%) 0 (O%)

Other 1 (2.3%) 3 (7%)

Tumor stage code 0.159
T1 1 (2.3%) 3 (7%)

T1C 3 (7%) 9 (20.9%)

T2 30 (69.8%) 25 (58.1%)

T3 5 (11.6%) 4 (9.3%)

T4 2 (4.7%) 0 (O%)

T4B 2 (4.7%) 0 (O%)

T4D 0 (0%) 1 (2.3%)

X 0 (0%) 1 (2.3%)

Lymph node stage code 0.138
NO 21 (48.8%) 15 (34.9%)

NO (I-) 7 (16.3%) 11 (25.6%)

N1 4 (9.3%) 5 (11.6%)

N1A 2 (4.7%) 5 (11.6%)

N2 4 (9.3%) 1 (2.3%)

N3 1 (2.3%) 0 (O%)

N3A 2 (4.7%) 0 (O%)

N3B 1 (2.3%) 0 (O%)

N3C 1 (2.3%) 0 (O%)

NO (I+) 0 (0%) 1 (2.3%)

N1B 0 (0%) 3 (7%)

N2A 0 (0%) 2 (4.7%)

Metastasis stage code 0.359
MO 38 (88.4%) 40 (93%)

M1 2 (4.7%) 0 (O%)

MX 3 (7%) 3 (7%)




