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Previous biochemical analyses have revealed that small interfering RNA
(siRNA) recognized target mRNAs via the seed region (nucleotides 2~8 counting from the 5° end of
siRNA), but the role of the seed region by its position was not well understood. By measuring siRNA
activity in human cells, we found that the seed region of siRNA is divided into two functional
domains, nucleotides 2-5 and 6-8. Nucleotides 2-5 are domains that do not contribute significantly
to RNAI activity, while nucleotides 6-8 are the domains that determine the degree of RNAi activity.
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The siRNA seed region is divided into two functionally different domains in RNA interference in response to 2° -OMe
modifications.
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