Neutrophil extracellular traps (NETs) signature to predict pathological complete response (pCR) in patients with
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xternal validation of the association between TNBC-NET score

and pCR (GSE1644353). Summary and future direction
* Logistic regression model to assess the association between the - Transcriptomics-based TNBC-NET score was developed and validated.
TNBC-NET score and pCR. - Low TNBC-NET score was associated with low pCR rate.
» Gene set enrichment analysis (GSEA) to identify pathways  EMT pathway was enriched in low TNBC-NET group, suggesting a potential role in systemic therapy resistance.

« TNBC-NET score may serve as a biomarker to guide risk-adapted treatment aimed at improving pCR rates.
* Prospective studies are warranted.
Experiments to understand resistance mechanisms in TNBC-NET score low group are ongoing.
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