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Figure S5. Target plot (t-plots) of peach miRNA targets and validation of target genes by RLM-5’
RACE. The red line represents the sliced target transcripts. miRNA: mRNA alignments along with the
miRNA-directed cleavage positions are shown below. Watson-Crick pairing (vertical dashes) and G:U

wobble pairing (circles) are indicated and the numbers show the frequency of clones sequenced.



