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(57) Abstract: The present invention relates to a method of identification of clinically and genetically distinct sub-groups of patients 
subject to a medical condition, particularly breast, lung, and colon cancer patients using a composition of respective gene expression 
values for certain gene pairs. Sense-antisense gene pairs (SAGPs) which are relevant for a medical condition and the disease pro­
gnosis are used by the method to generate statistical models based on the expression values of the SAGPs. SAGPs for which the stat -
istical models are found to have high value in prognosis of the variation of medical condition and the diseases are selected and integ­
rated in the prognostic signature including specified parameters (e.g. cut-off values) of the prognostic model. It further relates to us -
ing respective gene expression values for these genes to predict patient' risk groups (in context of patient's survival or/and disease 
progression) and to using the predicted groups for identification of patient risk, and specific and robust prognostic biomarkers with 
mechanistic interpretations of biological changes (associated with the gene signatures) appropriating for an implementation of thera­
peutic targeting. 
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