[bookmark: _GoBack][image: Figure]	Figure. S1 Transcriptional trajectory analysis revealed an association between anoikis and differentiation of Mesenchymal cells into fibroblasts and stromal cells. (A) The pseudo-time gradient transitions. (B) Three different states of the trajectory. (C) Pseudotime plots of different class. (D) Pseudotime plots of different celltype. (E) Stacked bar graphs of cell types in different states. (F) The DEGs of branches (fates) show in heatmap. DEGs, differentially expression genes.
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[bookmark: OLE_LINK1]Figure. S2 Correlation between immune cells and genes. Correlation of gene MYC with CD56bright natural killer cell (A) and Memory B cell (B); Correlation of TMP1 and Effector memeory CD8 T cell (C), Macrophage (D), Mast cell (E), Monocyte (F), Myeloid derived suppressor cell Correlation of (G), Natural killer cell (H), and Regulatory T cell (I).
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