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Supplementary Figure 1 Length distribution diagram of the known (A) and novel (B) miRNAs.
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Supplementary Figure 2 Analysis of miRNAs nucleotide bias. (A) Analysis of first nucleotide bias of miRNAs. (B) Analysis of each nucleotide bias of miRNAs.

[image: image3.png][ Vitis vinifera [619]

W Quercus suber [204]
Juglans regia [135]
Ziziphus jujuba [89]
Hevea brasiliensis [82]

[ Nelumbo nucifera [72]
Theobroma cacao [71]
Manihot esculenta [65]
Populus trichocarpa [54]

[ Durio zibethinus [51]
Other [2027]




Supplementary Figure 3 Nr Homologous species distribution diagram of target genes.
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Supplementary Figure 4 Analysis of differentially expressed miRNAs (DEMs) in ‘High Noon’ and ‘Roufurong’ libraries. A Volcano plot of DEMs. B Cluster dendrogram of DEMs.
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Supplementary Figure 5 Functional annotation of differentially expressed miRNAs (DEMs) in ‘High Noon’ and ‘Roufurong’. A GO enrichment analysis of DEMs. B KEGG enrichment analysis of DEMs.
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Supplementary Figure 6 Comparison of the miRNA expression levels determined by deep sequencing and qRT-PCR. Blue and red colors indicate Transcript Per Million (TPM) and relative expression level obtained by deep sequencing and qRT-PCR, respectively. The error bars indicate the standard deviation obtained from biological replicates.
