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Supporting Information 
Figure S1. Differential expression levels of miRNAs(a), lncRNAs(b) and circRNAs (c) in six tissues of S. miltiorrhiza (TIF)

Table S1. The information of all ncRNAs identified in this study. (XLSX)
Table S2. Expression profiles of all ncRNAs in different tissues. (XLSX)
Table S3. Functional annotation of target genes of differentially expressed miRNAs, lncRNAs, and the source genes of differentially expressed circRNAs. (XLSX)
Table S4. KEGG analysis of targets of differentially expressed miRNAs, lncRNAs, and the source genes of differentially expressed circRNAs. (XLSX)
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