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CONCLUSION 

Using simple sequence-based distance descriptors for single amino acids and their combinations 

(combinations of two and combinations of three amino acids) we obtained improved correlations 

with the protein folding rates ln( comparing to known literature data. 

 In addition, the resulting descriptors are: (1) significantly simpler than the often calculated contact 

order distance or average or reduced topological information used as descriptor, and (2) presented 

new descriptors are calculated only from the primary protein structure. 

We will continue this preliminary research by calculation of optimal combination of two or three 

descriptors described above. We will also calculate combinations distances of a more than 3 (4 or 5) 

amino acids - whose distances will be summed into one descriptor. 
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