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Abstract ; Cancer genomics is an essential topic in the tumor genetics research. Lots of works have been done for
identifying oncogenes. However, the regulatory miRNAs remains to be further studied.In this paper, we focused on

onco-miRNAs, and reviewed the cancer related miRNA detection, expression and isomiRs from the view of system

biology. Fimally we summarized the recent hot topics on microRNomics.
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Fig.1 Construction of miRNA-miRNA network based on co-targets
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Fig.2 Diagram of isomiR expression
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