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Normalized Root Mean Squared Error (NRMSE) is popular used for 
measuring performance of missing value estimation algorithms for DNA 
microarray data. In this talk, I will propose a new performance criterion 
which allows more detailed comparisons among different algorithms. The 
characteristics of different selecting neighboring genes methods arising 
from this new criterion will be discussed. I will give a new gene-selection 
strategy by making uses of the strengths of different nearest genes 
selection methods. Numerical examples will also be given to demonstrate 
the performance of the proposed methods. 
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