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Supplemental Fig S6. Summary of unique poly(A) sites of Col-0 and Aida6. A, Unique poly(A) sites
among genomic regions in sda6. Counts of poly(A) sites are shown on the top of box. Lines in the boxes
indicate the medians and black dots indicate the means. B, Unique poly(A) sites among genomic regions of
Col-0. C, PAT-seq coverage of FLC, scales are indicated on each coverage panel. Red box indicates unique
poly(A) sites affected by HDA6 and MB-3. D, Single nucleotide usage profiles of unique poly(A) sites. Red
arrows indicate minor different nucleotide usages at or around poly(A) signal elements.
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