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The Argonaute protein family was first identified in plants, its members are defined by the 

presence of PAZ (Piwi-Argonaute-Zwille) and PIWI domains (Bohmert et al. 1998). The 

global structure and domain organization of Argonaute proteins are remarkably conserved in 

arechea, bacteria and eukaryotes (Willkomm et al. 2015). Prokaryotic Argonautes have been 

shown to use either RNA or DNA as guide to silence target DNA (Olovnikov et al. 2013).  

The eukaryotic Argonaute proteins can be separated into AGO clade proteins (similar to 

the Arabidopsis thaliana AGO1) and PIWI clade proteins (similar to the Drosophila PIWI). 

AGO proteins represent the effector of the miRNA and the siRNA pathway, thus acting as 

post-transcriptional regulators. PIWI proteins are mainly expressed in germline cells, where 

these proteins bind to piRNAs and function in the silencing of transposable elements (Meister 

2013). The structure of Argonaute proteins is comprised of an amino-terminal (N) domain, a 

PAZ domain, a MID domain and a PIWI domain. The crystal of human AGO2 (MacRae 

2008) reveals a structure composed of two lobes each containing two of the four domains 

forming the protein, MID-PIWI and N-PAZ (Fig. 3A). 
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Fig. S1
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Résumé 

-2, 
R2D2 a identifié sis sur huit composent du complexe chaperon TRiC / CCT. 

spectrométrie de masse a conduit à une réplication virale accrue d'au moins un des 
trois virus testés.  

CCT dans l'ARNi antiviral. Mes résultats soulèvent la question de savoir pourquoi le 
2 semble être nécessaire dans le contexte d'une réponse antivirale. Mes 

à la relocalisation dynamique d'AGO2-  

Résumé en anglais 
The mass spectrometry analysis of the complexes associating with Dicer-2, R2D2, 
and AGO2 identified six out of the eight subunits forming the TRiC/CCT complex. 
Knockdown of one of the six subunits identified is sufficient to increase the replication 
of DCV (DrosophilaC Virus). My results identify an interaction between the TRiC/CCT 
complex and the antiviral RNA interference. This interaction raises the question of 
how the GRR region of AGO2 is necessary for the antiviral response. My results 
suggest that the TRiC/CCT complex is involved in the dynamic dissociation and 
relocalization of AGO2 during viral infection. 


