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Supplementary Figures 

Figure S1. GO categories. 

Figure S2. GO category of DEGs at the second level (A. Biological process categories; B. 

Molecular function categories; C. Cellular components categories) in roots and leaves in I. 

imperati. Different color blocks represent all kinds of GO categories. The number in color block 

indicates the DEG numbers in each GO term. 

Figure S3. AgriGO analysis of DEGs enrichments of GO category (GO:0050896) “response to 

stimulus” in leaves (A) and roots (B). Each box shows the GO term number and GO term, an FDR 

in parenthesis. The pair numerals in the left represent the number of genes in input list associated 

with that GO term and number of genes in the input list. The pair of numerals in the right represents 

the number of genes associated with a particular GO term in the total I. imperati annotated genes. 

Box colors indicate levels of statistical significance: yellow=0.05; orange=1e ×10-5; and red=1e 

×10-9. 
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