Supplementary Table S1. Cohorts collected for BLESS

PMID Year Patients Tissue Reference
8 breast cancer patients Primary tumour. LNs
29961579 2018 | (including ER+, HER2+, PR+, Y ’ ’ Azizi et al. [1]
TNBC) normal tissue, blood
32790115 2020 | 5 TNBC patients Primary tumour Wu et al. [2]
2 breast cancer patients from
nab-paclitaxel and .
32949350 2020 pembrolizumab treatment (1 Tumour core biopsy Deng et al. [3]
responder and 1 progressor)
Adjacent normal
13 samples from 7 patients (4 mammary from the
33727227 2020 BRCA1 mutation carriers and 3 ipsilateral breast and Hu et al. [4]
non carriers) contralateral normal
mammary
28 normal or preneoplastic
BRCA+/- and 34 tumours with Normal tissue, tumours
33950524 2021 ER+ HER2+ and TNBC and LNs Pal et al. [5]
including male tumours
34493872 2021 11 ER+, 5 HER2+, 10 TNBC Primary tumour Wu et al. [6]
34611125 | 2021 ;a"ﬁ‘g:t'ga' B, 2HER2+, 27TNBC | primary tumour, LNs Xu et al. [7]
22 patients with advanced TNBC .
treated with paclitaxel or its Biopsy samples for
34653365 2021 combination with the anti-PD-L1 | Primary tumour, LNs, liver | Zhang et al. [8]
. or lung
atezolizumab
33564857 2021 | 1luminal B breast cancer patient | Zrimary tumour, negative | s o 1)
LNs, positive LNs
36129636 2022 | 1 TNBC Primary tumour, LN Liao et al. [10]
34992092 | 2022 | 5 breast cancer patients Primary tumour and Jiao et al. [11]
paired sentinel LNs
Primary tumour, adjacent
36040519 2022 | 8 breast cancer patients normal tissue, LNs and Mao et al. [12]
PBMC
36357424 2022 8 patients (5 luminal subtypes Primary tumour and Liu et al. [13]

and 3 HER2-overexpressing)

paired LN metastasis

ER: estrogen receptor; HER2: human epidermal growth factor receptor 2; TNBC: triple

negative breast cancer; LN: lymph node; PBMC: peripheral blood mononuclear cell.
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