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Fig.S1. Description Single-cell transcriptome mapping of PN stem apices. 
Fig.S2. GO enrichment analysis of DEGs in different cell populations. 
Fig.S3. KEGG analysis of DEGs in different cell populations. 
Fig.S4. Visualize enriched marker genes in each cell cluster. 
Fig.S5. PN stem apices cell type differentiation trajectories and expression. 
Fig.S6. PN stem apices transcription factor expression.
Table S1. Summary and analyses of scRNA-seq and RNA-seq datasets. 
Table S2. Gene list used for cell-type identification in this study.
Table S3. List of cell type marker genes.
Table S4. Statistical information of cell types in the cluster.
Table S5. GO terms for each cell type.
Table S6. Genes associated with PN triterpenoid saponin biosynthesis pathway.
Table S7. Primer used in this study.

