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Figure S1. Venn diagram of predicted targets of miR310/311/312/313. In
D.melanogaster, target genes of 4 members of miR310 cluster were predicted by
miRanda (left) and Diana (right) respectively (see Methods). Unlike TargetScan
which does prediction mainly depending on the seed regions of miRNAs, these two
algorithms also take non-seed regions into consideration. Although the total numbers
of targets predicted by the two algorithms are varied, any two of the four groups share

more than 90% of predicted targets.



