
Here we provide browsable metagene analysis for 5´P mRNA degradation profiles regarding 
samples analyzed in the manuscript: 
 

A functional connection between translation elongation and protein folding at the 
ribosome exit tunnel in Saccharomyces cerevisiae. Rodríguez-Galán, Juan J. García-
Gómez, Iván V. Rosado, Wu Wei, Alfonso Méndez-Godoy, Benjamin Pillet, Alisa 
Alekseenko, Lars M. Steinmetz, Vicent Pelechano, Dieter Kressler and Jesús de la Cruz. 

 
Raw and processed sequencing data are deposited at Gene Expression Omnibus (GEO) with 
accession numbers GSE114899. Data was analyzed using fivepseq pipeline 
http://pelechanolab.com/software/fivepseq/ 
 
To explore interactive html files please go to the folder fivepseq_plot and click on the html files. 
Please see additional information at the fivepseq manual.  
 
Two different batch of experiments were performed. Same names as in GEO deposit where used 
for legend. 
 

Batch 1, using 5Pseq:  
• rpl 
• rpl_ssz 
• rpl_zuo 
• ssz 
• wt 
• zuo 

Batch 2, using HT-5Pseq: 
• S14A_S14B_R136A 
• W303 
• ltv1 
• ubi3_ub 
• ubi3_ub_zuo1 
• zuo1 

•  
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