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Figure S1 Phenotypes of cassava under cold and drought stresses. (A-D) represent plants grown under cold 
stress for 0 h (control), 6 h, 24 h, and 48 h, respectively. (E-H) represent plants grown under drought stress for 0 
d (control), 4 d, 6 d, and 10 d, respectively.  

 

 

Figure S2 Number of expressed genes and their comparisons among different tissues in 
cassava. Expressed genes identified in 12 samples (A & B), three tissues (C & D) and their 
Venn diagrams (E & F) in cold and drought stresses, respectively. 
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Figure S3 Functional category enrichment for the DE genes compared between cold and 
drought treatments within the same tissue. 
 

 

Figure S4 Heatmap of abiotic stress related genes. In total 4 groups of genes were identified. Blue represents 
down-regulation, and red represents up-regulation. Samples were named by combination of stresses (‘c’ for cold, 
and ‘d’ for drought), tissues, and time points as indicated in Figure 2.                                   


