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Additional file 1: A：The workflow for the mRNA sequencing of SCC25 cells and Cal27 cells treated by CM from M1-like TAMs or M0 cells; B: The heat-maps for the mRNA sequencing of SCC25 cells and Cal27 cells treated by CM from M1-like TAMs or M0 cells; three independent experiments were performed; C: GO analysis for the down-regulated differential expression genes shared by SCC25 cells and Cal27 cells; D: KEGG analysis for the differential expression genes shared by SCC25 cells and Cal27 cells.
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GO: biological process

1D Name

GO:0006355  Regulation of transcription, DNA-templated

GO:0006351 _ Transeription, DNA-templated

GO:0000122 Negative regulation of transcription from RNA
1 promoter

GO:0045944  Positive regulation of transcription from RNA.
polymerase Il promoter

GO:0006366_ Transcription from RNA polymerase 1 promoter
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