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Figure S3. T-plots for targets of known miRNAs.  

We used normalized numbers in plotting the cleavages on target mRNAs, which were 

referred to as ‘target plots’ (t-plots) by German et al [51]. Signature abundance 

throughout the length of the indicated transcripts is shown. Representative t-plots for 

class 0 (a), class I (b), class II (c), class III (d), and class VI (e) categories are shown. 

Arrows indicate signatures consistent with miRNA-directed cleavage. miRNA:mRNA 

alignments along with the detected cleavage frequencies (normalized numbers) are 

shown. The frequencies of degradome tags with 5′ends at the indicated positions are 

shown in black, with the frequency at position 10 of the inset miRNA target 

alignment highlighted in red. The underlined nucleotide on the target transcript 

indicates the cleavage site detected in the degradome. 


