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S2 Fig. Evaluation of gene expression by qRT/PCR. For each of four genes denoted, the left
charts depict mean cancer/normal (C/N) ratio of gene expression for individual patients; the right
charts are combined data. Gene expression for qRT/PCR was normalized to that of GAPDH,
while that for microarray was Z normalized, as described in Methods. For individual subjects
qRT/PCR was performed in replicates of N = 3, data are the mean + SEM, microarray was

performed once, N = 1, the resultant data depicted, and combined values are from N = 8 subjects,



data are the mean + SEM. Student’s 2-sided P-values for differences between cancer and normal

are depicted.





