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Abstract: Objective To predict targets and functions of hsa-miR-100 by bioinformatics analysis,so as to lay foundations and
provide theoretical basis for the further studies of hsa-miR-100 biological function. Methods Current studies of miR-100 were re-
trieved by Pubmed. The sequence of hsa-miR-100 was got from miRBase database, NCBI, UCSC Browser. Target genes of hsa-miR-
100 were predicted by miRanda, TargetScan and PicTar,and then analyzed by gene ontology and pathway enrichment analysis. Re-
sults Current studies showed that hsa-miR-100 was related with multiple tumorigenesis. miR-100 was highly conserved among dif-
ferent species. Gene ontology analysis demonstrated the target genes of hsa-miR-100 were enriched in gene silencing,chromatin si-
lencing, negative regulation of biosynthetic process and other biological processes (P<C0. 01). The pathway analysis indicated the
target genes mainly involved in cancer signaling,lysosome signaling,apoptosis signaling and other pathways (P<C0. 05). Conclusion

The target genes of hsa-miR-100 enriched in multiple biological processes were relevant to the tumor signaling pathways.
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