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Benefits 
- highly accurate 
- fast and parallel 
- predicts higher-order 

( ) mutations> 2

Problem 
- combinatorial number of mutations 
- stabilizing mutations are rare ( ) 
- epistatic (nonlinear) interaction 

between mutations 

∼ 3 %

Given: protein sequence 
Goal: find stabilizing mutations 
Why? engineer protein-based biotechnologies

Mutate Everything: one pass of protein backbone + parallel decoding  
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