Data S7. Expression patterns of conserved and novel A. angustifolia miRNAs in different tissues. A)
A three-month-old plant showing the tissues used for Stem-loop RT-qPCR assays. B) A schematic diagram
of the expression patterns of 12 conserved miRNAs in five different tissues in A. angustifolia. C) A
schematic diagram of the expression patterns of 30 novel miRNAs in five different tissues in A.
angustifolia. The codes YF, OF, St, MR and SR indicate, respectively, young leaves, old leaves, stem,
main root and secondary roots. The means of the samples were analyzed using one-way ANOVA
followed by Duncan’s multiple range tests. Different letters indicate statistical differences in expression
patterns.
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