
Figure S1. Pearson‘s correlation coefficient and principle component analysis (PCA) of RNA-seq

samples. (A) Pearson‘s correlation coefficient between each samples. (B) PCA of shoot samples for

RNA-seq. (C) PCA of root samples for RNA-seq.
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Figure S2. Root and shoot down-regulated DEGs in response to homogeneous and heterogeneous

sulfate resupply. (A) Identification of root down-regulated DEGs with local response, systemic response,

simultaneous local and systemic response and no response to sulfate resupply by gene expression trend

analysis and Venn diagramming. Different types of response genes were classified into Gene set E, F, G,

and H, respectively, as shown in Table S5. (B) GO enrichment analysis of different types of response

genes in (A). The top 10 GO terms with lowest P-values were showed. (C) Identification of shoot

down-regulated DEGs responding to homogeneous and heterogeneous sulfate resupply, which were

classified into Gene set C and D as shown in Table S6. (D) GO enrichment analysis of different types of

response genes in (C). The top 10 GO terms with lowest P-values were showed. CK, control; S0, S

deficiency; SR, sulfate resupply in both sides of split-roots; SPSR, the split-root halve with sulfate

resupply; SPS0, the split-root halve remained in S deficiency. Sh, shoot; R, root.


