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Figure S1. The miRNA sequence data overview. (A) The length distribution of the unique valid 

reads in all of the samples. (B, C) The base distribution for each position of known, conserved and 

novel miRNAs. (D) Identification of known, conserved and novel miRNAs. Gp1a are known 

miRNAs; gp1b, gp2a, gp2b and gp3 are conserved miRNAs; and gp4 represents novel miRNAs. (E, 

F) The first nucleotide bias of known, conserved and novel miRNAs. 

  



Figure S2. Significantly differentially expressed miRNAs between DM and CG groups. (A) The 

expression patterns of 198 pre-treatment significantly differentially expressed miRNAs (DM_0 h vs 

CG_0 h). (B-D) The expression pattern of 243 significantly (p < 0.05) differentially expressed 

miRNAs in pre-treated wheat seedlings that suffered severe drought. The red, white and blue colors 

represent the higher to the lower relative abundance of each miRNA. 

  



Figure S3. The expression patterns of direct drought-related miRNAs. There are 228 significantly 

differentially expressed miRNAs between DD and CG treatments (union set of DD_1 h vs. CG_1 

h, DD_6 h vs. CG_6 h and DD_12 h vs. CG_12 h). The red, white and blue colors represent the 

higher to the lower relative abundance of each miRNA. 

  



Figure S4. Examples of degradome sequencing verified targets of drought memory-related miRNAs. 

The T-plots was shown the degradome tags' distribution and the full-length target mRNA sequence. 

The red line indicates the cleavage site of each transcript and is also shown by an arrow. The red 

triangle indicates the specific cleavage base site in the target gene sequence. 

  



Figure S5. The characteristics of 64 drought memory-related miRNAs. (A) The pre-miRNA stem-
loop secondary structure of novel drought memory-related miRNAs. (B) The expression patterns 
of 64 drought memory-related miRNAs. (C-D) The GO and KEGG enrichment analysis of the 
candidate drought memory-related targets. 


