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Abstract: The concept of "propensity" in fact indicates the frequency of each amino acid presence in 

each of three structures: Helix, Extended and Coil. Calculation of the amino acid propensities for 

secondary structures was first used in 1974 by Chou and Fasman[1]. The original dataset used by them 

was very small and included 15 proteins. The most recent calculation of the propensity for amino acids 

was performed on 2000 proteins in 2006 by Susan Costantini and Giovanni Colonna[2]. Nowadays, in 

structure prediction methods, the calculation of the propensity for different purposes has a special place 

and is used in high-confidence reliable bioinformatics algorithms [3][4]. By updating and increasing 

data, it is necessary to recalculate the propensity of each residue to be used in the new developed 

algorithms and databases. First of all, the dataset was created. From the entire PDB database, which 

included 134251 structures, duplicate proteins were deleted by using the CD-HIT software and the 

dataset was generated containing 34825 proteins. By running a program that reads DSSP files, the 

information of the secondary structure of the dataset was determined. Statistical analyzes on the 

distribution of amino acids and their secondary structures were obtained on the created dataset. Finally, 

the propensity table of each amino acid for placement in different secondary structures was updated. 
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