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(SNR) thresholds Table 7: Validated Retina-Related Genes using Roche UPL
QRT-PCR was used as an independent method to quantify the results of the microarray data. o Pearson and Spearman correlation coefficients were calculated for intra- and inter- platform
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gure 1: Experimental Design
Table 4: Intra-platform Correlations for log, ratios - (a) non-filtered (b) filtered -
— - Table 8: Validated Microarray results using ABI TagMan® Assays
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