
 

 

Supplemental information 
 

 
Figure S1. Hot spots within interactions between SARS-CoV-2 Orf3a and E  
The hot spots in Ctrl Orf3a-E (A) or Q57H Orf3a-E (B) complexes are shown as 
sticks. Control and mutant Orf3a are shown in violet, and E is shown in yellow. The 
residues of Orf3a and docking proteins are colored in red and black, respectively.   
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Figure S2. Hot spots within interactions between SARS-CoV-2 Orf3a and M  
The hot spots in Ctrl Orf3a-M (A), Q57H Orf3a-M (B) or G251V Orf3a-M (C) 
complexes are shown as sticks. Control and mutant Orf3a are shown in violet, and M 
is shown in deep teal. The residues of Orf3a and docking proteins are colored in red 
and black, respectively. 
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Figure S3. Hot spots within interactions between SARS-CoV-2 N and E  
The hot spots in Ctrl N-E (A), S194L N-E (B) or R203K/G204R N-E (C) complexes 
are shown as sticks. Control and mutant N are shown in grey, and E is shown in 
yellow. The residues of N and docking proteins are colored in red and black, 
respectively. 
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Figure S4. Hot spots within interactions between SARS-CoV-2 N and M 
The hot spots in Ctrl N-M(A) or S194L N-M (B) complexes are shown as sticks. 
Control and mutant N are shown in grey, and M is shown in deep teal. The residues 
of N and docking proteins are colored in red and black, respectively. 
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