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Preliminary Results

Table 1. RNA enrichment data for the 5’ (A) and 3’ (B) ends of ACTB. Enriched products
were not digested with RNase A in order to quantify the whole transcript. Delta Ct
represents enriched product Ct — control Ct. Bolded data represents where the DNA
probe hybridizes.
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Figure 1. Ct values after enrichment of the 5" (A) and 3’ (B) ends of the ACTB transcript,
following RNase A digestion. The location of the probe is shown on each graph.
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