Description of Additional Supplementary Files File 

Name: Supplementary File 1
Description: Violin graphs of the normalised expression of all maker genes compared in Fig. 1E.

Name: Supplementary File 2
Description: More results about the scRNA-seq analysis of MΦ/DCs, B cells, NK cells and DCs. The statistical analysis of the PPIs displayed in Fig. 6.

Name: Supplementary Data 1
Description: Statistical analysis and quality control of scRNA-seq results

Name: Supplementary Data 2
Description: The normalised expression of top 20 marker genes of each cell types in 19 clusters; all significantly upregulated genes of each cell type; pathway and biological process enrichment analysis of significantly upregulated genes in each cluster. 

Name: Supplementary Data 3
Description: The analysis of the subpopulations of MHCIIhi MΦ.

Name: Supplementary Data 4
Description: The analysis of the subpopulations of MΦ/DCs.

Name: Supplementary Data 5
Description: Subpopulation and trajectory analysis of CD8+ T cells

Name: Supplementary Data 6
Description: Quantitative proteomic analysis of TC-1 tumour in untreated, caerin 1.1/1.9 and P3 groups.

Name: Supplementary Data 7
Description: Comparative analysis of NK cells in untreated, caerin 1.1/1.9 and P3 groups.


