Figure S1. Alignment of Rai1/Dxo1/DXO family members from the Saccharomycotina (budding
yeasts), together with Schizosaccharomyces pombe and human. Motifs from figure 1B are highlighted
in the consensus line. Proteins encoded by duplicated genes are named Rai1 or Dxo1 based on their
similarity to these motifs.
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Supplemental Figure S2. comPARE globally identifies targets of Dxo1 and reveals a role in 25S processing.

Each data point represents a single nucleotide position in the genome. The PARE read abundance in DXO1 xrn1A (PARE
score) is plotted on the x-axis. The log, fold change when compared to a dxo1Axrn1A deletion strain (comPARE score) is
plotted on the y-axis. A positive comPARE score indicates a Dxo1 product while a negative score implies a Dxo1 substrate.
This is demonstrated by the highlighted 5’ 25S and the 5’ extended 25S or 258’ sites.
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