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RNA interference (RNAI) is widely used as a gene silencing tool to determine gene function. This is due to its ease of application, broad
cell type applicability, drug-like properties and quick time to results. However, it is widely established that synthetic RNAI mediators,
short interfering RNAs (siRNAs), can produce wide-spread off-target effects. This gives rise to highly variable results, necessitating
time-intensive and costly validation efforts with multiple siRNA reagents. False positive results from siRNA off-targeting may also incur
significant costs if left undetected. siPOOLs are complex pools of 30 optimally-designed siRNAs against a single gene. The high
complexity pooling reduces the concentration of individual siRNAs, diluting siRNA-specific off-target effects. In contrast, target gene
knock-down efficiency is increased due to the greater transcript coverage offered by a siPOOL. As a result, loss-of-function phenotypes
become more robust and reproducible. siPOOL rescue constructs were also demonstrated to work efficiently to restore gene function.
siPOQOLs are ideal tools to ascertain gene function quickly and reliably and can be used in high-throughput RNAIi-based screens to
identify novel targets across various cell-based systems.
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