Supplementary Material

Supplementary figure 1. Inferred gut signaling networks. (A) Heatmap shows JAK/STAT signaling pathway core components activity from the Hung et al. 2020 dataset. (B) Circle plot shows the cell-cell communication for EGFR signaling pathways, providing a summary of cell interactions at the signaling pathway level. (C) Circle plot of the other 11 signaling pathways. 

Supplementary figure 2. Inferred abdomen signaling networks. (A) UMAP of the Drosophila abdomen from Ghosh et al. 2020. (B) Circle plot showing the cell-cell communication for PVR RTK signaling pathway. (C) Dot plot showing the strong Pvf1-Pvr interaction from muscle to oenocytes. (D) Heatmap showing PVR RTK signaling pathway core components activity in the abdomen. (E) Circle plot of the other 12 signaling pathways for the Ghosh et al. 2020 dataset. 

Supplementary figure 3. Inferred blood signaling networks. (A) t-SNE of the Drosophila blood from Tattikota et al. 2020. (B) DotPlot showing the Bnl-Btl interaction from CC2 to LM2. (C) Heatmap showing FGFR signaling pathway core components activity in the blood. (D) Circle plot of the 13 signaling pathways for the Tattikota et al. 2020 dataset. 

Supplementary table 1. Comparison of the CellChat and FlyPhoneDB prediction results. The prediction results from both approaches were filtered using p-value (<0.05) and the filtered result was ranked based on the corresponding measurement score.   The cell-cell communication events relevant to Notch, JAK/STAT and EGFR signaling pathways in ISC/EB clusters were selected and compared.
