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PURPOSE RESULT(S) CONCLUSION(S)

We develop a comprehensive bioanalytical platform
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the fold-change in expression of target gene to evaluate (black line) by a single subcutaneous dose (1 mg/kg). RISC-loaded antisense siRNA in be detected as early as 6 hours and could last up to more than 7

degradation of the targeted mRNA. The expression of the mice liver (red line) was quantified by stem-loop RT-qPCR coupled with days. The concentration of RISC loading siRNA was too low to be
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a similar strategy to the one described by Nair et al. [, antisense siRNA per gram of liver (pg/q). knockdown and C5 protein knockdown (Figure 2C and 2D).
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