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Supplementary Figure 1: Agarose gel electrophoresis of pairs of vRNAs that don’t significantly 
interact in vitro. 
 
 
 
 



 
Supplementary Figure 2: Regions 368-612 of vRNA 4 and 256-435 of vRNA 8 are required for 
optimal interaction between these vRNAs. Deletions were introduced in vRNA 4 (A) or vRNA 8 (B) 
and formation of the intermolecular complex (marked by a black asterisk) was monitored by agarose 
gel electrophoresis. 
 
 
 
 

 
Supplementary Figure 3: Regions 656-765 of vRNA 8 and 1165-1419 of vRNA 5 are required for 
optimal interaction between these vRNAs. Deletions were introduced in vRNA 8 (A) or vRNA 5 (B) 
and formation of the intermolecular complex was monitored by agarose gel electrophoresis. 
 
 



 
 
Supplementary Figure 4: Successive virtual cross-sections obtained by electron tomography 
of an EN virion budding from MDCK cells, from the bottom to the budding tip of the viral 
particle. 
 
 



 
Supplementary Figure 5: Interacting sequences are not conserved. Comparison of the sequences 
involved in the interactions between vRNAs 4 and 8 (A), 5 and 8 (B), 4 and 7 (C), 3 and 8 (D) and 1 
and 2 (E) amongst the EN, MO and PR8 AIV strains. 


