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According to conventional assumptions, (1) one eukaryotic mRNA carries a single 

annotated protein-coding sequence (CDS) and produces one protein only; and (2) 

RNAs annotated as non-coding (ncRNAs and pseudogene RNAs) produce no 

proteins. 

Yet, within mRNAs, an alternative open reading frame (altORF) may be present in 

the UTRs in any of the three reading frames, or overlapping the annotated CDS in 

a frameshifted reading frame. RNAs annotated as non-coding may also carry 

potentially coding altORFs. Proteins coded by altORFs are called alternative 

proteins (altProts) and cannot be detected using conventional annotations. 

Current conventions limit the size and complexity of the detectable proteome and 

prevent mass-spectrometry-based proteomics from providing a comprehensive 

characterization of biological systems. OpenProt enables improved mapping of 

the proteome because, in addition to currently annotated CDSs and proteins, 

OpenProt displays the sequence, functional annotation and expression evidence 

of previously hidden altORFs and their corresponding altProts. The OpenProt 

platform is freely available to users. 

Objectives of the symposium: 

- Introduce OpenProt and its main features 

- Present a few examples of proteins discovered using OpenProt 

- Explain how to use OpenProt 
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PROGRAM 

10h-10h20 Arrival, Pavillon de Recherche Appliquée sur le Cancer PRAC (3201 Jean 

Mignault, Sherbrooke QC J1E 4K8, Canada) 

10h20-10h30 Welcome and objectives of the symposium (X Roucou and FM Boisvert) 

Session 1: What is OpenProt? 

10h30-11h X Roucou: limits of current genome annotations and the need for novel 

annotations 

11h-11h30 JF Lucier: the making of OpenProt, and its main features 

Session 2: Examples of proteins discovered using OpenProt 

11h30-12h FM Boisvert: UbKEKS, a novel Ubiquitin isoform 

12h-12h30 M Brunet: altFUS and altFrizzled 

Lunch break (food and beverages provided) 

13h30-14h V Delcourt: altMiD51, biomarkers 

14h-14h30 A Cohen: conservation analyses 

Session 3: practical guide for OpenProt users 

14h30-14h45 FM Boisvert: how to use OpenProt for routine proteomics studies 

14h45-15h45 M Brunet: how to validate the expression of an unannotated protein 

15h-16h Feedback, discussion, other questions from the audience 

16h  Conclusions 
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