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Methods

Gene Selection Methods

» Two-sample t-test
» Wilcoxon Mann-Whitney
» Common Genes from the above two

Discriminant Functions

» Linear Discriminant Analysis (LDA)

» Naive Bayes Discriminant Function (NB)
» K-Nearest Neighbor (KNN)

» Support Vector Machine (SVM)
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Data Set

Atopic dermatitis is a skin disease characterized by
areas of severe itching, redness, scaling, and loss of
the surface of the skin.

Training Data (GEO ID: GSE36842)
» There are 24 AD cases and 15 normal
Testing Data (GEO ID: GSE16161)

» There are 9 AD cases and 9 normal
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Results

» The genes selected by t-test reach 100% testing
accuracy rates for all methods.

» Only NB reach 100% accuracy for the genes
selected by WMW.
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Results

» KNN for the genes selected by t-test has a
robust 100% accuracy rate.
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Conclusion

» We compared the parametric two sample t-test
and the non-parametric Wilcoxon
Mann-Whitney gene selection methods.

» We have found that the two gene selection
methods choose very different sets of genes.

» We have also found that regradless of the
discriminant functions used, two sample t-test
choose the most important genes interms of
classification.

» Our methods are more robust for other gene
expression data sets as we use testing data
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