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Extended Data Fig. 10. Additional data supporting wound-induced epidermal clusters and EC20-
enriched genes requires for regeneration. UMAP embedding of all epidermal lineage cells, colored 
by time after amputation and split by cells from biopsies taken from un-irradiated (A), sub-lethally 
irradiated (B), or lethally irradiated (C) animals. (D) Scaled proportion of cells from each epithelial 
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sub-cluster across sampled conditions, normalized to sample in which sub-cluster had maximum 
representation. (E) Maximum intensity projections from confocal stacks of whole mount fluorescent 
in situ hybridizations of EC20 enriched genes. (F) Gene expression of screened epidermal genes in 
bulk RNAseq dataset of planarian regeneration (55). (G) Scoring of phenotypes in RNAi treated 
animals in Figure 6G (n=20 posterior fragments). P values are Mann Whitney Test compared to 
Unc-22 Control. Scale = 500um. 
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Extended Data Fig. 11. Additional data supporting wound-induced Intestinal clusters and intestinal 
genes requires for regeneration. UMAP embedding of all intestinal cells, colored by time after 
amputation and split by cells from biopsies taken from un-irradiated (A), sub-lethally irradiated (B), or 
lethally irradiated (C) animals. (D) Scaled proportion of cells from each epithelial sub-cluster across 
sampled conditions, normalized to sample in which sub-cluster had maximum representation. (E) 
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Maximum intensity projections from confocal stacks of whole mount fluorescent in situ hybridizations 
of intestinal genes. (F) Gene expression of screened intestinal genes in bulk RNAseq dataset of 
planarian regeneration (55). (G) Scoring of phenotypes in RNAi treated animals in Figure 7I (n=20 
posterior fragments). P values are Mann Whitney Test compared to Unc-22 Control. Scale = 500um. 
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