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Supplemental Figure 3. Identification of stress-induced 3' UTR extensions.

(A) Examples of dehydration stress-induced 3' UTR extensions. Blue and pink colors represent read abundance of forward
strand and reverse strand, respectively. Extended 3' UTRs are depicted by red rectangles. (B) Schematic diagram showing
computational pipeline for identification of stress-induced 3' UTR extensions. See Methods for details. (C) Schematic
diagram showing 5' UTR extensions (top), 3' UTR extensions (middle) and ambiguous extensions (bottom). (D) Number of
transcripts with 5'/3' UTR extensions in ABA treatment and dehydration stress (ambiguous extensions are excluded). (E)
Validation of dehydration stress induced 3' UTR extensions (A) using RT-PCR. Primer set P1+P2 indicates transcripts with
canonical and extended 3' UTRs. Primer sets P3+P4 and P5+P6 indicate extended 3' UTRs. ACT2 mRNA served as a
positive control. (F) Number of transcripts with shortened 5'/3' UTRs in ABA treatment and dehydration stress. The
shortenings were defined as 5'/3' UTR shortenings in stressed samples compared to NC.



