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Galkin A. Yu. MODERN THEORETICAL METHODS FOR ANTIGENIC STRUCTURE OF PROTEINS 
  

The literature review and comparative analysis of theoretical methods of epitope mapping of protein 
antigens has been carried out. Three groups of methods for predicting of antigenic structure of proteins 
have been identified; they are based on comprehension of primary, secondary and tertiary proteins 
structure. The simplest methods are those that allow predicting linear epitopes: they are based on an 
analysis of physico-chemical properties of the polypeptide chain (score of hydrophilicity/hydrophobicity 
and flexibility of various segments, identification of the polar plots the results of X-ray analysis, etc.). To 
establish the location of conformational epitopes conduct forecasting and analysis of data on the tertiary 
structure of proteins using a variety of methodological techniques: modeling of the structure by homology 
principle, structural alignment with the identification of structurally conserved regions, alignment of 
sequences, folding definition, cluster analysis, etc. Today is the most common use of computer programs 
which are based on multiple aforementioned algorithms for the prediction of protein structure and 
localization of the antigenic determinants. 
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