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Abstract ; MicroRNAs (miRNAs) are a class of endogenous non-coding single-stranded RNA with about 22 nucleo-
tides length. MicroRNAs function as sequence-specific negative regulators in post-transcriptional gene silencing by
base pairing with target mRNAs, which lead to mRNA cleavage or translational repression. We examined the
sequence characteristics of all known Arabidopsis miRNAs and the base-pairing feature between miRNAs and their
targets. The miRNA sequences displayed higher A and U content at the 5’ end, and higher U content at position 1,
and higher C content around position 19. There often exist one to four mismatching between miRNAs and their
targets, which showed that mismatches occurred frequently at position 1, 2 or 21, but hardly occurred at position 3 ~
6,9 ~ 10, 16 ~ 17. The data is potentially applicable to the design of artificial microRNA and prediction of
microRNAs targets.
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Fig.1 Base biases of endogenous miRNAs from Arabidopsis thaliana.
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Table 1 Online resources for miRNA target predictions.
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