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Novel DNA purification method facilitates the bioanalysis of DNA-based gene therapeutics Want a copy? Questions?

In whole blood samples.
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Figure 3. A. RT-gPCR amplification plot for plasmid quantitation in SD-1 rat whole blood. X-axis is the gPCR cycle number ; Y-axis is - Roi?rzir?l%irf‘;“re by GCC." Bioanalysis 14.12 (2022): 853-863.
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reactior? (Table 2) quatity J J 9Nty . Three different levels of plasmid-spiked samples were extracted with novel extraction method. The
3 %Recovery is defined as the ratio between the extracted plasmid-spiked samples and the same
_ _ _ QuantStudio 7 Pro Table 2 . The parameters for eight batches of standard curves to evaluate the influence on the RT-gPCR after incorporation the concentration without extraction. Surprisingly, the %recovery is between 106.0% ~118.0% across high
Tris-saturation phenol-chloroform extraction RT-gPCR machine DNA isolated with novel method. level and low level samples (Table 5).

é;nﬂg:glncce;tzcc;)r; Table 5 . The extraction recovery result for the new extraction method of SD-1 Rat whole blood spiked plasmid at high/middle/low level.
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