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Table S1 Distribution of conserved miRNAs in Chrysanthemum 

Table S2 Novel miRNAs identified in Chrysanthemum 

Table S3 Degradome sequencing results of raw reads and unique mapped reads in four libraries 

Table S4 Analysis of transcripts targeted by miRNAs 
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Figure S1 Length distribution of sequencing (a) total miRNAs and (b) unique miRNAs 

Figure S2 (1)and Figure S2 (2) Prediction of new miRNA stem-loop structures in Chrysanthemum 

Figure S3 Specific analysis of nucleotide positions 

Figure S4 The most significant functions among the top 20 GO terms in (a) roots and (b) leaves 

 


