S2 Fig. Hierarchical cluster visualization of the 30 genes in the CC signature.
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Relative expression level is indicated by pseudo colors where red is up regulated and blue is down regulated compared to the mean. The intensity of
the color is determined by standard deviation from the mean as shown in the color bar to the right. LB samples are labeled by green and NP samples
are labeled by red. The two-way clustering was performed using average linkage clustering and Euclidean distance.



