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Figure 7 : Significant proliferation a] 4 |T related GO terms and | 4
pathways in stem cell and the three€ et genotypes.
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miRDRN (miRNA Disease Regulatory Network) is a useful platform for
discovering potential novel disease networks and comorbidity genes by disease-
associated miRINAs targeting pathways. Meanwhile, we provide a powerful
visualization tool to present information.

We offer all possible sub-pathways from miRNA target protein by using protein-
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