












 

SUPPLEMENTARY FIGURES 

 
 
Supplementary Figure 1 
Principal component analysis and characterization of PROMPT regions. 
(A) Principal component analysis of CAGE TCs. Axes show the two first principal             
components and the percentage of explained variance. Each point represents a CAGE library,             
whose genotype and replicate are indicated by colors and shapes, respectively. 
(B) Support of PROMPTs by nascent RNA sequencing data. X-axis shows 5’ GRO-cap and              
GRO-seq from two laboratories, as indicated on top. Y-axis counts the number of             
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exosome-sensitive PROMPT regions detected in this study, colored by whether they were            
supported by nascent transcription data or not (see Methods). 
(C) AWTAA poly(A) and splice sites at mRNA and PROMPT TSSs. X-axis shows distance              
relative to CAGE TC peaks associated with either mRNA promoters or exosome-sensitive            
PROMPTs, in bp. Y-axis shows the fraction of regions with a 5’ or 3’ splice site (left and middle)                   
or AWTAA poly(A) (right) pattern. 
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Supplementary Figure 2 
Sequence and expression properties of exosome-sensitive TCs 
(A) Sequence patterns of CAGE TCs up-regulated in ​hen2-4 or ​rrp4-2​. ​Organized as in              
Figure 3C. The annotation hierarchy strategy is recapitulated on the right side. 
(​B) Annotation, expression, and fold-change of up-regulated CAGE TCs. Left panel: X-axis            
shows the expression of CAGE TCs in TPM. Y-axis distinguishes annotation categories based             
on TAIR10. Colors separate CAGE TCs up-regulated either in ​rrp4-2 ​vs. wt (red) or ​hen2-4 vs.                
wt (violet). Right panel: X-axis shows log ​2​ fold-change of respective mutant ​vs.​ wt. 
(​C) Expression and fold-change of up-regulated CAGE TCs, antisense to a gene. Left and              
right panel organized as in B, but shows expression of CAGE TCs that are antisense to an                 
annotated TAIR10 gene. 
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Supplementary Figure 3 
Investigation of CAGE TCs antisense to an annotated 3’-UTR 
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(A) Positioning of antisense TCs within 3’-UTRs. X-axis show position within 3’-UTR, scaled             
from 0 (start of UTR) to 3’-end (100). Top panel shows the density of TCs along x, colored by                   
whether TCs are up regulated (is DE) in ​rrp4-2 ​vs. wt or not (not DE). Lower panel shows the                   
same data as bar plots, counting the number of cases within X-axis bins.  
(B) Relation between 3’-UTR length and presence of antisense TCs. Density distribution of             
3’-UTR lengths, where colors indicate the presence of antisense TCs and their up-regulation             
status. 
(C) 3-’UTR-antisense TCs are not PROMPTs of neighboring promoters. X-axis shows the            
distance between 3’-UTR-antisense TC peaks and the closest annotated mRNA TSS, located            
downstream of the PROMPT and on the opposite strand, in bp. Y-axis indicates the number of                
3’-UTR-antisense TCs. Bottom insert zooms on distances below 1000 bp. 
(D) Relation between intergenic gene distance and presence of antisense TCs. Density            
distribution of lengths intergenic regions (to next annotated gene) downstream of an annotated             
3’-UTR. Colors indicate the presence of antisense TC in the 3’-UTR and up-regulation status. 
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