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Figure S6 Effect of FRY1 and exoribonucleases on pri-miRNAs. (A) A schematic of the region used for calculation of RPKM values for pri-miRNAs.
(B) RNA-Seq data of ten pri-miRNAs. Averages of RPKM values of 3 replicates of RNA-Seq in wild type and fry1-6 and 2 replicates of RNA-Seq in
xrn3-3, xrn3xrn4, 3-week-old wild type and xrn2xrn3 were shown.
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