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We want to simulate how a protein achieves three 

dimensional structure starting from an amino  

acid sequence 

Why to simulate folding process? 

• The solution of protein structure prediction plays critical role for 
computer aided drug design.  

• The correct recognition of target protein molecule increases the 
effectiveness of drug efficiency.  
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Our model bases on the multi-step  

character of biological protein  

folding process.  

A prototype of the 
process was created 
which produces 
folded 3D proteins 
starting from an 
amino acid sequence 
in FASTA format.  


