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Correlation Matrix for All Samples
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Hierarchical Clustering
(Euclidean Distance,Complete Linkage)
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Hierarchical Clustering Analysis
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MDS (Multidimensional Scaling)
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Component 1 (79.8%)
Multidimensional Scaling Analysis
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Heatmap Analysis
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Heat map of the one-way Mierarchical Clustering using
Z-score for normalized value (log2 based)
(2,743 genes satisfying with fc2 & raw.p)
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