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BACKGROUND MATERIAL AND METHODS

Targeting the innate immune system has attracted attention with the development of antibodies against Identification of genes expressed in tumors with high expression of CD47
CD47, an immune checkpoint for macrophage-mediated phagocytosis. Anti-CD47 antibodies block the ﬁ
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Figure 1. Flow chart of the correlation and outcome study for genes selection, describing selection criteria used.
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Figure 4. Association of the expression of the selected genes with immune infiltrates in breast cancer. Figure 6. Relationship between selected genes expression and signatures of immune activation.
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Figure 2. CD47-immune signature identification. Functional analyses of the selected genes (SC>0.4,
HR>1 and p<0.05). Table depicting the genes associated with the enriched biological processes
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Figure 3. Transcriptomic expression of PTGER4, ETS1, PTPRC, HLA-E, TGFBR2, and OPTN and
association with clinical outcome in Basal-like and HER2+ breast cancer patients in breast tumors in
the exploratory cohort (A, B). and in the validation cohort (METABIRC project) (C, D).

Figure 5. Relationship between selected genes expression and immune activation markers. Relationship
between markers of antigen presentation (CD40, CD83 and CD86) expression and T cell activation (CD69
and HLA-DRA) and the expression of the selected genes using CANCERTOOL in METABRIC cohort.

comparison of M-MJ or M2 and GM-MJ or M1 whole transcriptomes or (D) the ranked comparison of the
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