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Abstract We introduce a method of detecting pattern in data series independent of the nature of the pattern. Our approach is to replace each data 
series with an alternative description from which the original data can be fully recovered. Data series with short descriptions, which are significantly 
compressible are more likely to result from simple underlying mechanisms than series which are incompressible. We assume compressible gene 
expression profiles to be biologically or medically interesting. We show that the compression in bits k is a universal currency which is independent of 
the type of noise underlying the data and by which we can order data series according to their significance. The method is successfully tested  on 
microarray time series of yeast cell cycle. 

 


