Supplementary Figures
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[bookmark: _Ref168950347][bookmark: _GoBack]Fig. S1 Differential expression levels of sRNA with different lengths in H. coronarium
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[bookmark: _Ref169251285]Fig. S2 The known distribution of miRNA in H. coronarium
[image: ]
[bookmark: _Ref168950368]Fig. S3 The base bias of known miRNAs in H. coronarium. A,B,C, The base point distribution of known miRNAs in F1,F5 and F6period; D,E,F, The distribution of the first base of known miRNAs with different sequence lengths in F1,F5 and F6period.
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[bookmark: _Ref169377867]Fig. S4 The position of the novel miRNA on the chromosome of H. coronarium
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[bookmark: _Ref169026998]Fig. S5 Target plots (t plots) of identified miRNA targets in the four different categories using degradome sequencing. A, Exampleof hco-miR156a slicing target comp46181_c0 at nt 1594 for category 4. B, Example of hco-miR156b slicing target comp37992_c0 at nt 748 for category 3. C, Example of hco-miR156a slicing target comp48189_c0 at nt 1273 for category 2. D, Example of hco-miR166a slicing target comp43255_c0 at nt 464 for category 0. The T plots show the distribution of the degradome tags along the full length of the target mRNA sequence (bottom). The red line represents the miRNAcleavage of target transcripts. The alignments show the miRNA with a portion of its target sequence (top). The lower case nucleotide on the target transcript represents the cleavage site, shown by red dashed line.
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[bookmark: _Ref169513778][bookmark: OLE_LINK1]Fig. S6 GO and KEGG enrichment analysis of target genes. A, GO annotation classification statistics; B, Scatterplot analysis of top 20 KEGG pathway enrichment based on the P-value.

[image: 两个mirna结构]
Fig. S7 Predicted secondary structures of two miRNAs related to floral fragrance compounds synthesis
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