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Flgure S1. Heterogeneity of untreated TNBC cell line through proteome profiling A. Heatmap of hierarchal clustering analysis performed on protein profiles of TNBC cell panel; Hierarchical
data using Euclidean distance measurement and WARD clustering method option; B. Venn diagram depicting proteins differentiating between cell lines
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Figure S2. Overview of intracellular proteome profiles: A. Overview of the number of identified proteins and Venn diagram showing common and cell line particular proteins; B. Functional analysis

using GO ontologies: cellular component- CC; biological process - BP and molecular function -MF;
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Figure S3. Overview of the secreted proteins profiles: A. Overview of the number of identified proteins and Venn diagram showing
common and cell line particular proteins; B. Functional analysis using GO ontologies: cellular component- CC; biological process - BP

and molecular function -MF;
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Figure S4. NCT-503 treatment impact on cellular properties of TNBC cell panel A. Impact of NCT-503 treatment on cell morphology at IC50 and 1C20 dose, respectively for each TNBC cell line;
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blue- cell nucleus, green- cytoskeleton morphology; B. Effect of NCT 503 treatment on colony formation abilities of TNBC cell line panel
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Figure S6. Protein-protein interaction (PPI) network retrieved using StringApp for DEPs induced by NCT-503 treatment in MDA-MB-231 cell line
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Figure S7. Protein-protein interaction (PPI) network retrieved using StringApp for DEPs induced by NCT-503 treatment in MDA-MB-468 cell line
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Figure S8. Protein-protein interaction (PPI) network retrieved using StringApp for DEPs induced by NCT-503 treatment in Hs 578T cell line
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Figure S9. Enrichment analysis of MDA-MB-231 DEPs using ClueGO Enrichment tool
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Figure S11. Enrichment analysis of Hs 578T DEPs using ClueGO Enrichment tool
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Figure S12. Network representation of Reactome GSEA pathways for the intracellular proteome of TNBC cell lines treated with NCT-503
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Figure S13. Network representation of ReactomeGSEA analysis performed on the intracellular protein profiles of NCT-503 treatmentand control group of MDA-MB-231
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Figure S14. Network representation of ReactomeGSEA analysis performed on the intracellular protein profiles of NCT-503 treatmentand control group of MDA-MB-468
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Figure S15. Network representation of ReactomeGSEA analysis performed on the intracellular protein profiles of NCT-503 treatmentand control group of Hs 578T
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Figure S17. Network representation of ReactomeGSEA analysis performed on the secreted protein profiles of NCT-503 treatment and control group of MDA-MB-231
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Figure S18. Network representation of ReactomeGSEA analysis performed on the secreted protein profiles of NCT-503 treatment and control group of MDA-MB-468
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