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Microarray experiments, both in gene expression studies and in comparative genomic 
hybridization studies, generate data sets with multiple missing intensity values. A method for 
clustering the genes according to what is believed to be their optimal prediction method is 
introduced, based on the assumption that there exists no uniform optimal method for prediction 
of all genes. A comparative study of this clustering method and an adjusted version of the local 
least squares imputation method is performed on data from gene expression studies and 
comparative genomic hybridization studies as well as simulated data. This study shows that there 
is no optimal clustering method for every data set. Clustering based on the Pearson correlation 
coefficients, is preferable for data with one or several groups of correlated genes, while for data 
including a group of uncorrelated or weakly correlated genes the method above seems to be best. 
 


