Site specific Genomic and Immune Landscapes Underpinning in metastatic Male Breast Cancer AN
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BACKGROUND RESULTS
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Neutrophil Figure 4. T-cell inflamed, IFNy and MAPK activation score
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for T-cell inflamed score, interferon- - ~ Median% Median [log2 (Tpms1)] | | BON€ had lower [FNy scores (-0.41 vs. -0.17, p<0.05) compared to lymph node, but higher MPAS (0.17 vs -1.6) compared
gamma (IFN-gamma) score and MAPK | Immune profiling revealed reduced infiltration of M2 | | | _ to breast biopsy # p-value <0.05 is relative to breast biopsy, $ p-value <0.05 is relative to bone biopsy.
Activation Score. macrophages (4.3% vs. 6%) and neutrophil (2.2% vs. ||Breast site had lower expression of immune checkpoint genes
- Statistical significance was assessed | 6.9%) in pBC relative to bone Mets. Further, CD4+ T cells || (PDCD1LG2, HAVCR2 and CD47) compared to other mets. CONCLUSIONS
with chi-square and Mann-Whitney U | were lower in pBC compared to lymph nodes (0% vs. ||Bone showed reduced expression of CD47 (median TPM 50.6| ; ; ; . : . . :
tests, p<0.05 is considered statistically | 2.4%). # p-value <0.05 is relative to breast biopsy, vs. 109.9, p<0.05) compared to skin. # p-value <0.05 is relative Distinct genomic and immune signatures characterize MBC metastases by site, suggesting that metastatic tropism

shapes tumor evolution and may inform personalized treatment strategies.
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