






miRNA–mRNA interactions. These techniques provide
great numbers of differentially expressed miRNAs and
genes, which have to be analysed in sophisticated pipe-
lines. The new DIANA-microT web server aims to
further increase the target prediction accuracy and usabil-
ity of the server interface, while facilitating users aiming to
perform complex miRNA-related analyses.
Compared with the previous version, the new web

server has received a major upgrade and is currently up
to date with key miRNA/gene repositories, such as
Ensembl (v69) and miRBase (v18). The Taverna Plug-in
and the integration of cutting-edge workflows in the web
interface provide the missing link between experimental
results and state-of-the-art functional meta-analyses.
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Figure 2. Flowchart depicting an analysis pipeline directly available from the web server interface. Interactions between user-defined miRNA and
gene sets are in silico identified in 30UTR and CDS regions using DIANA-microT-CDS. A subsequent miRNA target enrichment analysis identifies
miRNAs controlling significantly the sets of differentially expressed genes. The pipeline is automatically repeated for different prediction thresholds
(from more sensitive, to more stringent). By using meta-analysis statistics, the server combines the P-values from each repetition into a total P-value
for each miRNA, signifying its effect on the selected genes for all used thresholds. In the last step of the pipeline, miRNA-targeted pathway analysis
is implemented with DIANA-miRPath v2.
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