Supplementary table 1: Associations between immune microenvironment and TNBC biological variables

TILs CD3 CD8
<10 >10 P <658.41 >658.41 p <73.81 >73.81 p
n % n % n % n % n % n %

AR/FOXA1 (1% cut-off) 0.010 0.024 0.474

AR*/FOXA1* 51 429 6 182 34 447 20 270 30 385 24 329

Other 68 571 27 818 42 553 54 73.0 48 615 49 67.1
Basal-like phenotype 0.353 0.509 0.668

No 52 423 11 333 32 416 28 3604 32 410 29 377

Yes 71 577 22 667 45 584 49 63.6 46 59.0 48 623
BRCA1 promoter
methylation 0.224 0.070 0.671

No 98 803 24 706 63 829 55 705 58 753 61 782

Yes 24 197 10 294 13 171 23 295 19 247 17 278
PIK3CA mutations 0.681 0.168 0.038

None 106 855 30 88.2 64 820 70 897 64 810 72 923

Exon 9/Exon 20 18 145 4 118 14 180 8 103 15 190 6 77

PD-L1rc PD-L1sc PD-1sc
<1% 21% P <10 >10 P <10 >10 p
n % n % n % n % n % n %

AR/FOXAT1 (1% cut-off) 0.001 0.097 0.351

AR*/FOXA1* 40 482 15 221 39 415 16 281 36 391 18 316

Other 43 518 53 779 55 585 41 719 56 609 39 684
Basal-like phenotype 0.013 0.107 0.552

No 41 488 20 29.0 43 448 18 31.6 35 372 24 421

Yes 43 512 49 710 53 552 39 68.4 59 628 33 579
BRCA1 promoter
methylation 0.030 0.161 0.041

No 70 843 48 69.6 78 813 40 714 77 828 39 684

Yes 13 157 21 304 18 187 16 28.6 16 172 18 31.6
PIK3CA mutations 0.064 0.048 0.284

None 68 810 64 914 79 814 53 93.0 79 832 51 895

Exon 9/Exon 20 16 190 6 86 18 186 4 7.0 16 168 6 105

Footnote: Basal-like phenotype was considered in the case of positive staining for cytokeratin 5/6 and/or EGFR
(>10% of tumor cells stained in IHC); AR: androgen receptor; FOXA1: Forkhead box protein A1; TILs: tumor-
infiltrating lymphocytes; PD-L1: programmed cell death ligand 1; PD-1: programmed cell death 1; TC: tumor

cells; SC: stromal cells.



