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Activity Report -Science Dialogue Program-  
 

 
- Fellow’s name : Deborah Schatz  ID No. P22762  
 
- Name and title of the accompanying person  

 
 
- Participating school : Okazaki High School        
 
- Date : 29/01/2024 Date/Month/Year: / /   
 
- Lecture title : 
How to developp a new technic to identify protein interactions                
 
 
- Lecture format : 

 Onsite  Online (Please choose one.)    
  Lecture time   70 min , Q&A time   30 min  
  Lecture style ex.: used projector, conducted experiments  

  

I projected powerpoint slides with the hightschool projector       
 
- Lecture summary : Please summarize your lecture within 200-500 words. 
 
First lecture:  I presented France, its culture, iconic food, monuments and few cities. Then I 
explained where my passion for science and research comes from and what does the researcher 
career looks like.  
Second lecture: Mitochondria are small compartments present in almost all eukaryotes (fungi, 
plants, animals). Their role is to provide energy to the cell through oxidative phosphorylation, if 
mitochondria are not functioning correctly, it leads to severe diseases and often the death of the 
organism. My research at Kyoto university is about the RNA of plant mitochondria. The information 
contained in genomes is transcribed with high fidelity to RNA and then translated in proteins. But 
sometimes, the RNA undergoes precise sequence modifications, converting a Cytidine (C) into a 
Uridine (U) by a complex called Editosome. The editosome is in fact composed of several proteins 
that are essential for the activity but can vary depending of the target. Some of them have already 
been identified but we know that some essential factors are still missing. Classical approaches 
like Co-immunoprecipitation and Yeast two hybrid, have been used but can only detect strong and 
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stable interaction, we therefor suspect that missing proteins to have an essential role but to 
interact only transitorily with the core complex. My research goal is to find innovative and efficient 
way to identify these proteins. For this purpose, we will adapt the proximity labbeling with TurboId 
approach to plant mitochondria. TurboID is a protein that work like a stamp that will label 
everything that pass nearby. By fusing this TurboID to our protein of interest, we are able to label 
proteins interacting with our bait even during transient interactions. We will then purify these 
proteins and identify them before confirming the interaction by yeast two hybrid.  
 
 
  Other noteworthy information :  
 
 
 
 
- Impressions and comments from the accompanying person 
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