Supplementary figure legends

Figure S1. Distribution of genes number and UMIs number of all spots in the two samples. (A, B) The spatial distribution profile of genes and UMIs number. * is top of tumors, △ is bottom of tumors. (C, D) The violin plots of genes and UMIs number. (E) Cell density of all kinds of cells in the UMAP space.

Figure S2. Spatial distribution of every cluster in each sample. (A) Sample T1. (B) Sample T2.

Figure S3. Genes upregulated during differentiation were associated with clinicopathological factors. Expression analysis of ENO1 (A), GSTP1 (B), HSP90AA1 (C), LMNA (D), and PSAP (E) in UM related to tumor stage (top) and histological type (bottom). * p<0.5 ** p <0.05

Figure S4. Genes upregulated during differentiation were associated with poor prognosis. Kaplan-Meier analysis of OS (top) and DFS (bottom) of 80 patients from TCGA database based on ENO1 (A), GSTP1 (B), HSP90AA1 (C), LMNA (D), and PSAP (E) expression. 

Figure S5. Network and cell-cell interaction patterns in UM. (A) Interaction strength in all clusters. (B) Communication probability of all ligand-receptor pairs in UM. 

Figure S6. Marker genes of cluster 0 and cluster 3 in UM. IF of CD44 (A), COL1A2 (B), COL2A1 (C), RPL10 (D), RPS18 (E), SPON2 (F), CHAC1 (G), and CA12 (H) in UM. 
