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Supplementary Figure S3. Gene targets in the view of protein complexes.

The CORUM complex database is hosting an enormous amount of known human protein complexes and describes their functional role. The miRDB 3'-UTR gene target search was performed with the new microRNA sequence starting at the physical position 68786833 or 68786834 - so are directly corresponding to Figure S2. The resulting gene targets were associated with the complex database and ranked by their enrichment probability and a modified NES score. The top eight complexes for the two lists are shown here. The table shows the name of the complex, the bar graph with the number of found target genes associated with the complex and the ranking FDR value and NES score. Both list are dealing with similar biological functions centered around the spliceosome, chromatin remodeling, TNF-alpha and NF-kappa B pathway and RNA biosynthesis.
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