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MUTATIONS OF THE PROTEIN 

Text documents 

Extract and normalize protein m 

Instantiate ontology with the protein na 
is and protein-mutation relations 

CJ 

i> o 

o 
CJ 

o 
& 

Retrieve protein sequences from sequence banks using the 
protein names and populate ontology with the retrieved 

protein sequences 

Map instances of mutations of each protein onto the 
retrieved protein sequences of the protein 

Rank the retrieved protein sequences based on tbe 
mapping 

Refine ontologv to ret am only the hiehest ranked protein 
sequence and the ins anoes of mutations grounded to at 

le.s.o e protein sequence 

Ontology comprising correspondences 
between a plurality of proteins and the 

:s of mutations of the proteins 

(57) Abstract: A method of obtaining a correspondence between a protein and a set of instances i = 1..., k of mutations of the pro­
tein is disclosed. The method includes: a) matching a plurality of protein sequences in a sequence bank to at least one expression 
formed using the set of instances of mutations wherein each protein sequence comprises a plurality of amino acid residues of the 
protein's constituent peptides and wherein the at least one expression includes wild type residues of a subset of the instances of 
mutations in the order of their positions within the protein, and differences in said positions of the successive wild type residues in 
the expression; b) ranking the protein sequences according to the similarity of the protein sequences to the set of instances of mu­
tations, the similarity of the protein sequences to the set of instances of mutations being determined by the matching in step (a); 
and c) retaining the protein sequence with the highest similarity ranking, said correspondence being a relationship between the re­
tained protein sequence and a subset of the instances of mutations corresponding to the retained protein sequence. 
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