Evaluation of Microarrays for Measuring CCP Gene Expression
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BACKGROUND RESULTS

e The Cell Cycle Progression (CCP) score is validated to provide e The average CCP gene pairwise correlation in the commercial RP e The centered CCP score in our commercial cohort ranged from -2 to 3 e Finally, we used contemporary clinical samples to compare array- and
prognostic information in prostate cancer.’ cohort was 0.67 (Table 1; Figure 2). (base 2 log scale), with a standard deviation (SD) of 0.79 (Figure 3). gRT-PCR-based proliferation scores generated from the same FFPE

e Most of the studies evaluating CCP gene expression have used e In contrast, the pairwise CCP gene correlations in the microarray e In contrast, the centered CCP score range in microarray studies was tissue blocks (Figure 4A and B).
gRT-PCR to measure expression levels, which is generally studies were significantly lower, ranging from 0.17 (Klein*) to 0.58 highly truncated, with SDs ranging from 0.12 (Nakagawa?) to 0.46 - The between-platform correlation was only 0.60.
conﬁc;lered the. ‘gold-stapdard’ for measuring RNA expression, (Boormans, which used frozen tissue®) (Table 1; Figure 2). (Boormans®) (Figure 3). — Further, the range of the array-based score (Cuzick score) was severely
but it is not a highly multiplexed platform. truncated compared to scores from gRT-PCR (total range 0.6 vs. 3.5).

e Because prostate tumor tissue is limited, there is interest in
evaluating the ability of microarrays to measure CCP gene Table 1. Average CCP Gene Expression Correlation Figure 3. Dynamic Range of CCP Score Figure 4. Correlation of Myriad and GenomeDx Cuzick Scores
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