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Supplementary Figure S1. Semiquantitative RT- PCR of STS transcript (853 bp band) of 
the wounded and unwounded stems (bark and phloem removed) at different time points. 
The expression of STS showed a distinct level at 3 hours (3H), reached a stable level at 24 
hours (1D), and showed the strongest level at 96 hours (4D) after wounding. Wounded 
stems of these time points (3H, 1D, 4D) together with unwounded stem (control, C) were 
sequenced (marked in red). C, control; 3H, 3 hours; 6H, 6 hours; 12H, 12 hours; 1D, 24 
hours; 2D, 48 hours; 4D, 96 hours; 8D, 192 hours.The size marker is GeneRuler 1 kb DNA 
Ladder 
(Thermo Fischer Scientific). 



2 

Supplementary Figure S2. Gene Ontology (GO) enrichment analysis for each cluster with 
redundant GO terms reduced and summarised using the REVIGO algorithm41. 
Representative GO terms (having the most significant p-value in the cluster) for each cluster 
are shown in a two-dimensional scatter plot, where GO terms with semantic similarity group 
close to each other (on an arbitrary scale). The node colour and size indicates the p-value 
derived from the GO enrichment analysis. 


