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Supplementary Figure S1. The miRDB gene target sets and their overlap.

All the thirteen miRDB target sets were analyzed according to their gene overlap. The target sets were created by a gliding window approach starting at ch16:68786827 and advancing the starting point by one base. Most of the pairwise comparisons have an overlap below 5% while some few go up to 28%. The end point of the sequence was always fixed to ch16:68786850. So the sequence in the 5' seed region was shortened base by base to generate different seed regions. The accumulation of overlapping genes might be seen as an surrogate marker for a stable and valid binding site not switching too heavily between different pathways by a one base alteration. The term 'start' is denoting the 5' start of the mature miRNA sequence.
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